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kDa a el vHlFHFHoZ AFH B2-vlo|ARIZEY (B2mo R o|Fofx 7184 A, WAEHF o9 L o

5070 ofu|:=Abe] AxA mER o]Folzl WAl B gowAelr. Axd mE= A UlA
ZHULEE HEXZ QIEAEA 2~ ’\]i% ettt o e DA v-zH A MHC T Y

oltk.  B2m¥ a 39 TS FcRnel HES ol AgHoln, dEFoR 7hr] g AxA L AE xdel

EA) gt

FeRne] Aub#Ql g2 S T E4¢h AR, a-1 2 a-2 992 MIC [ &Aoo fE|= FA <}
S A e 2o AEd a-UA gl w2l 9d B-AEES FAcs 819 Y vteeR %LHE =
AE} H@okTh. Prol629] EAjol &) =E WAool stdom s a-1 Wde] dAubEd A L a-2
thde] C-2d BEo] )] wiEell, FeRn Wl w9 skl fE= AS Addrh. FeRn®l Argléde] =
e wmd PEH= 2o W 2 FAH] FeAES Addnt. FUR, a-1% a-2 WA Ape]e] o
BEA Y gy g g aFH Fdd 7198 4 vk, whEbA, FeRnd Y AAOl FeshA ki,
= FA7F Aol

FcRn IgGol Agtste], 25 24 c@o=iy ®ivt dxA dPHAEE 7t2de dHol 8oz #Rkr7]a,
g 1l A IgGE ez wadcr, A Qol%, FeRne o)A 1g6e] ENAANEAAZ zHIT
FeRne 9 A, W9 Ax 9 A E A 2 st Tt

HSAE FcRnell Agste] Ig6oh 382k B@AE st 457 9 g6 & v Fekn o] HEEE 7909 0
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= T
A iR 438 el R E AN

° AR A HSA w=u|elo] 1AH 7184 hFcRnol| Adtets=
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Biochemistry, 45:4983-90, 2006)
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SIHS31 10-2025-0068795

AnAon A4eE] 98 B ANE Aok xAEe) FEFL o2 o] ArA et W BA g He-
2 Ao, T AEBole] Ve, ARE 9 AUP &% FFo] REdow AUEHE B, 2B
;o] 4w, B @Rl A7) (A%, ARY w4 % r

Ao 1. gl Wodst 9@ g-C5 VHH 9 golBde] 75
grl JosE Udx FALR A|ZEE Zd o)x} RAER FaHQul. ek, dxF WS 500 pgo] A7 B
A el 52 AFEHY T, FE5HQ 500 pge] AIF BA e }2 F4 (F2E 1), 4 37

3l 2l chull

(F-2E 2), 8 T4 (F2E 3), ¥ 12 T4 (F2E ¢ FAq5%0. &
2E 3 o]F9] 7= 1:1,000,000 3AoA 2 AzHu i 10W] =& Aoz 3 mcﬂu} HrE 3
of W dof gal A (PBO)E o MEZHE G, AX AETHS EYF EF A 93
98%%1 Ao= FlE ). PBMC W] Ao MEE RNA &3 SFA FolA &3A
B dElsta, cDNAE 2hvl &3 HolA Xeto|n & AR&3te] FAdstsivt. VHH (F4] @)
< T3 VH (T34 F4) dHo2RE dEEivlk. VHH ©E-E pADL-10b (QFEJHIT] tlx}
Design Labs), A ZYolF M t]di)=z ZF2dstar, DNA golBelg]E 161 Xz d2a4d
ZRUS 2492 A9EAs9 1, 10149 (89%) AEd HDS F5849t). EMEE%E]%
25% =2 AE Fol dEAIZ b, -80TolA R¥eqltt.

2 2~ (Ant ibody
Aok, 114749
233G 3},

AAlel 2. F-C5 VHH =wiiQlel] tigh sb+] fx=Zee] sid 3 A4

-7 BA e €5 VHH =v)l ghelBne el S b 161 AlEE 37Tl 100 pg/nl 7h=wyds B 2%
& Ffahe 2xYT wiA] el Al dl5=7] (0Deoy = 0.4-0.8) = *é?%f\]ziﬁ}. AEE JGA7IHEA 5
A71A] QoA 37ColA 30 ¥ F<F MIsK07 &% A2 ZAANATE. ZdE AEZE 4000 x gollA] 10 &

SF ANSA 7|, 100 pg/ml ZFEHVAY ) 50 ge/mL Fhbetelal =1 mM IPTGE 3HshE 2xYT #i A %Oﬂ %
EA7)ar, wEE e oA E WA 30C B 250 rpmell A AEAIA HAIAIZTE. AL W FES 4T 10 &
9000 x gollAl YR star, v}xla 1 AIZE F9F A8 oA AFHloldgo =M 1/5 3] 9] PEG-NaCl
[20% ZdANZT]Z 6000, 1.5 M NaCllez HAAATH, X °1x}é 4CoAA 15 ¥ EF 9000 x goll &
Aoz FAsA7Ia, AN HrEsnk. 34 YAE 2 A %{yxﬂ ol AAEA 7
AZ BES v A AR TErEOM 10 & & 7500 x goll A %@%wzm Assioict. A AE
frote AHNE N2 FHRE &7, X5 7] 7148 vkep Zo] oAl AAAZY. w5 94 dAE
70CeM 1 AZE ek @ A]Eoﬂ 4%0}1, 7hds7l A R ol 3bA ke, dig] 161 AZE EA
o, 100 pg/ml FHEWMUAZ, 50 pg/mL Fhtulolal @ 24 FREIAS zkE= VT sk ZHo]E Ao Zyo|g )
o=ZH Z433rt.

=
@nmw

*Obw
e 12

ol

aL,

ulth
>~
\uﬂ:

dolmelal AE Ae, Q7 W Aw F B vl g MeAS 2
7] 18, WoeEds A o
wA) Wl 5ol elg AL

(Dynabeads)” M-280 ~Eslebulgo] tiat weto] A gshgity. @ehd wx YA v Qe A (5 R -

H]QE] 3} QI7F (59 T8 £ FolA tuH|= N-280 ~EFER|CUR A Aol A 30 & St AFH oA
1
M

-C5 VHH =u|ele <
F v-vl2LEds) <l
1 AZF &<t gy =

2 ol

gozy Q7F P Al (5ol wis] v s E 98] MEeiqlvt. PBST % PBSE 5 gkt AlFH G o,
mg/mL BSAE zte= 0.1 M 241 (pH 2.2)& AF&ste] vEREEH dXE 8Azt. &89 FHAS 1
Tris pH 8.09 2l&) Z3AHT. 7] 161 AEE Fstd A2 ZIA7IaL, VTG A Aol
ZYol”std, & 97tE SHENAT. AE 2 59 9UtE vusty, sFuE AAbelaL; =
=

C5 Bolx FEe H¥H welB AAbatelth,

fin)
Hir
rlo
=

2
o

! S 3231, 100 pg/ml ﬂzﬂﬂqﬂﬂ 9 2% FEIAAE ZHE YT HiA] FolA] 96-9 AR 4 ZyolE
of AFsta, 572 AFAHY. AEE MIBKO7TZ FAAIZI, #ldE A FolA /d VH EHdS Al
Alshe 32 dzke] AAGS #I8] 30ToAl FA wigsgitt. ~ERep|d-3g e EFolE Ao xEH A3t
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C5oll ot 4719] 96-4 Edo]E9] 4] ELISA =3 Y2 ~60% ¥4 S Jdedet. F 7671 FelA 7270
o] 553 25 (DR H39] AE 4 7|¥to s iz Agsigitt. ol dliE4Ql VHH 289 Ade % 1
of AFHEtk. 29 5A& 98], N- @ - opuieAbS Q1zF VH-3 AAAE] N- F -Ed opu kS

o
k.

B AANEe x2AE SAEEelA AgsTlel A3 obvmdt Aol E 1o AMAE obulwit AL

H
fr

E 1. ozl gb-fE -5 VHH ZHQl, 2 Zzhe] S8o] A7F BA @il 5 (hCh) H/HEE Alxe B
A e C5 (cCh)oll Ajtsl=A o F-
VHH ! hC5 | cC5
w9l A% | A
LCP0081 EVQLVESGGGLVQTGGSLRLSCAASTSGSDEFSGKKMAWYRQAPGNGRE + -

FVAIIFSNKVTDYADSVKGRETISRDNAKKTVYLOMS SLTPTDTAVYY
CHDQEISWGQGTQVTVSS (SEQ ID NO:150)

LCP0082 | EVQLVESGGGLVQAGGSLRLSCAASGTSVVINSMGWYRQAPGKQRELY + +
ATIDLSGTTNYADSAQGRFTISRDNAENLNLVYLOMNNLNPDDTAVYY
CNALLSRAVSGSYVYWGQGTQVIVSS (SEQ ID NO:151)
LCP0083 | EVOLVESGGGLVQPGGSLRLSCTSRIGTISNIDLMNWYRQAPGKQREF + +
VASLQOSNGATNYADSVKGRFTISRDNAKNTLFLOMNSLNPEDTAVYFC
HALLPRSPYNSWGQGTQVTVSS (SEQ ID NO:152)

LCP0085 | EVOLVESGGGLVOAGGSLRLSCAASSIIPNI YAMGWYRQAPGKQRELY + +
ASIENGLPANYADSVKGRFTISRDNAKNTVFLOMHSLKSEDTAVYYCY
AFRPGVPTTWGQGTQVTVSS (SEQ ID NO:153)

LCP0086 | EVOLVESGGGLVQAGESLRLSCAASGSI SATNAMGWYRQAPGKQREFY + -
ADITRAGVSDYADAVKGRETISRDNAKNTFYLOMNDLKPEDTAVYYCD
ALLIAGGVYWGQGTQOVTVSS (SEQ ID NO:154)

LCP0088 | EVQLVESGGGLVOAGGSLRLSCTASGRTISTTVMGWFRQAPGKEREFV + +
AAVHWGDGNTVYADSVKGRETISRDDAKNTVYLQLNYLKPEDTSVYYC
AARPPTYVGTSRNSRSYDYWGQGTQVTVSS (SEQ ID NO:155)
LCP0089 | EVOLVESGGGLVQAGGSLRLSCVVSGRAIDRNAMGWFRQAPGKERESY + -
BAISASSGNTYYSDSVTGRFTISRDNTKNTVYLQMNSLKPEDTAVYYC
AAGSRGSWYLFDRREYDYWGQGTQVTVSS (SEQ ID NO:156)
LCP0090 | EVOLVESGGGLVQAGGSLRLTCTASETSFDINVMGWYRQAPGKQRELY + +
ATIITASGNTEYADSAKGRETISRDNTKNTVAMOMNNLKPDDTAVYYCY
VLLSGAVSGVYAHWGQGTQVTVSS (SEQ ID NO:157)

LCP0091 | EVQLVESGGGLVQAGGSLTLSCAASGRTDSRYAMGWFRQAPGKERELM + +
AATSWSGRPTYYADSVKGRETISRDNAKNTVSLOMNSLKPEDTAVYYC
AYKRLPAWYTGSAYYSQESEYDYWGQGTQVTVSS (SEQ ID
NO:158)

LCP0092 | EVOLVESGGGLVQPGGSLRLSCTSRIGTISNIDLMNWYRQAPGKQREF + +
VASLOSTGTTDYADSVKGREFTI SRDNAKNTLFLOMNSLNPEDTAVYYC
HALIPRSPYNVWGQGTQVTVSS (SEQ ID NO:159)

LCP0095 | EVOLVESGGGLVQAGGSLRLSCTASGRTISTTVMAWFRQAPGKEREFY + +
AADHWGDAGTVYADSVKGRETISRDNAKNTVYLOMNYLKPEDTSVYYC
AARPPTYVGTSRDSRAYDYWGQGTQVIVSS (SEQ ID NO:160)
LCP0097 | EVQLVESGGGLVQPGGSLRLSCAASESISSDS PMAWYRQAPGKQREMY + +
ARILPIGPPDYADAVKDRFSISRENAKNTVYLOMNSLKPEDTAVYYCN
LLHLPSGLNYWGQGTQVTVSS (SEQ ID NO:161)

LCP0098 | EVOLVESGGDLVQAGGSLRLSCVASRSISSAMNWYRQPPGKQRELVAL + -
ITRGFNTNYADSVKGRETISRDNAKNTVYLOMNS LKPEDTGVYYCNSL
NYWGQGTQVTVSS (SEQ ID NO:162)

LCP0100 | EVQLVESGGGLVOAGGSLRLSCAASGRTDSMWSMGWFRQAPGQEREFY + -
AAISWSVGTYYEDSVKGRFTLSRDDDKDTAYLEMS DLKLEDTADYYCA
ASTRHGTNLVLPRDYDYWGQGTQVTVSS (SEQ ID NO:163)
LCP0101 | EVQLVESGGGLVQPGGSLRLSCTSRIGTISNIDLMNWYRQAPGKQREF + +
VASLOSTGTTDYADSVKGREFTI SRDNAKNTLFLOMNSLNPEDTAVYYC
HALLPRSPYNAWGQGTQVTVSS (SEQ ID NO:164)

LCP0102 | EVOLVESGGGLVOAGGSLRLSCAASGIIPNI YAMGWYRQAPGKQRELY + +
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[0129]

ASTENGGSTNYADSVKGRFTISRDNARNTVFLOMHSLKSEDTAVYYCY
AFRPGVPTDWGQGTQVTVSS (SEQ ID NO:165)

LCP0O103

EVQLVESGGGLVQAGGSLTLSCVASGRTFSNYRMGWFRQAPGAEREFV
GTIYWSTGRSYYGDSVKGRFIISGDNAKNTIHLOMNSLKPEDTGVYYC
ASGPENSAFDSWGQGTQVTVSS (SEQ ID NO:166)

LCP0O104

EVQLVESGGGLVQAGDSLRLSCAASGRPFSSYTMGWFRQAPGKERDEV
ATISWSGGIKYYADSVEGRFSISRDNAKNMVYLOMNSLKPEDTAVYYC
AATELRTWSRQTFEYDYWGQGTQVTVSS (SEQ ID NO:167)

LCPO105

EVQLVESGGGLVQAGGSLRLSCTASGRTISTTVMAWFROAPGKEREFV
AAVHWGDESTVYADSVKGRFTISRDNAKNTVYLOMNYLKPEDTSVYYC
AARPPTYVGSSRSSRAYDYWGQGTQVTVSS (SEQ ID NO:168)

LCP0O106

EVQLVESGGGLVQAGGSLRLSCVVSGSILDINVMAWYROAPGKQREFV
ARITSGGDIDYADPVKGRFTISTNGAKNTVYLOMNSLKPEDTAAYYCN
VLLSRSSAGRYTHWGQGTQVTVSS (SEQ ID NO:169)

LCPO111

EVQLVESGGGLVQPGGSLRLSCAASGFPFSLYDMGWYRQAPEKQRESV
ATITQSGSTDYADSVKGRFTISRDNAKNTLYLOMNSLKPEDTAVYYCR
LVGVTWGQGTQVTVSS (SEQ ID NO:170)

LCPO112

EVQLVESGGGLVQAGGSLTLSCAASGRTFSSYGIGWFRQAPGKEREEFV
AATSRTGQTTHYADSIRFTISRDNAKNTVYLOMNSLKPEDTAVYYCAA
RTGGPIYGSEYHYWGQGTQVTVSS (SEQ ID NO:171)

LCPO113

EVQLVESGGGLVQAGDSLTLSCAASGRPFSSLTMGWFRQAPGKGREEFV
ATTSWSGDIKYYADFVKGRFTISRDNAKNMVYLOMNSLKPEDTAVYYC
AATLLRTWSROQTNEYEYWGQGTQVTVSS (SEQ ID NO:172)

LCPO114

EVQLVESGGGLVQPGGSLRLSCTSRIGTISNIDLMNWYRQAPGKOREF
VASLQSTGTTDYADSVRGRFTISRDNAKNTLFLOMNSLNPEDTAVYYC
HALLPRSPYNVWGQGTQVTVSS (SEQ ID NO:173)

LCPO115

EVQLVESGGGLVQAGGSLRLSCAASGRTFSGILSPYAVGWFRQAPGKG
REFVSTITSGGSAIYTDSVKGRFTLSRDNAKDTVYLOMNSLKPEDTAV
YYCAVRTRRYGSNLGEVPQENEYGYWGQGTQVTVSS (SEQ ID
NO:174)

LCPO122

EVQLVESGGGLVQAGGSLRLSCAAPETGATINVMAWYROQAPGKQRELV
ARVAIDNNTDYADHAKGRETISRDNTKNTVYLOQMNNLKPDDTAVYYCN
VLLSRQISGSYGHWGQGTQVTVSS (SEQ ID NO:175)

LCP0O123

EVQLVESGGGLVQAGGSLTLSCAMSGGTRPFEDYVMAWFRQATGKERE
FVATITWMGETTYYKDSVNGRFAI SRDNAENTVALOMNSLEPEDTAVY
FCAAHSRSSFSTSGGRYNPRPTEYDYWGQGTQVIVSS (SEQ ID
NO:176)

LCP0O125

EVQLVESGGGLVQAGGSLRLSCTASGRTISTTVMGWFRQAPGKEREFV
AAVHWGDEGTVYADSVKGRFTISRDNAKNTVYLOMNALKPEDTSVYYC
AAKPPTYVGTSRSSRAYVYWGQGTQVTVSS (SEQ ID NO:177)

LCPO126

EVQLVESGGGLVQAGDSLTLSCAASGSGFSINVMAWYRQAPGKQRDLV
ASMTIGGRTNYKDSLKGRFTISRDNTKNTAYLOMNSLKPEDTAVYYCY
ALLDRGIGGNYVYWGQGTQVTVSS (SEQ ID NO:178)

LCPO127

EVQLVESGGGLVQAGGSLRLSCAASGLTFSDYYMGWFRQAPGKERDFL
ARIGKSGIGKSYADSVRGRFTISRDNAKNTVYLOMNNLKLEDTAVYYC
AADRDIAYDARLTAEYDYWGQGTQVTVSS (SEQ ID NO:179)

LCPO128

EVQLVESGGGLVQAGGSLRLSCTASGRTISTTVMGWFROAPGKEREFV
AAVHWGDESTVYADSVKGRFTISRDNAKNTVYLOMNYLKPEDTAVYYC
AARPPTYVGTSRSSRAYDYWGQGTQVTVSS (SEQ ID NO:180)

LCP0129

EVQLVESGGGLVQAGGSLRLSCAASVASETIVSINDMAWYRQAPGKQR
ELVASITIHNNRDYADSAKGRFTISRDDTKNTVYLOMTHLKPDDTAVY
YCTVLLSRALSGSYRFWGQGTQVTVSS (SEQ ID NO:181)

LCP0130

EVQLVESGGGLVQAGGSLRLSCTGSETSGTIFNINVMGWYRQAPGKQR
ELVAIMDIGGTTDYADSVKGREFTISRDNAKNTVYVOMNNLKSEDTAVY

ND

ND
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YCYCALDRAVAGRYTYWGQGTQVTVSS (SEQ ID NO:182)

LCP0132

EVOLVESGGGLVQPGGSLRLSCEASGISLNDYNMGWFRQAPGKDREIV
AALSRRSHGIYQSDSVKYRFSISRDNTKNMVSLOMDSLRPEDTAVYYC
AADGDPYFTGRDMNPEYWGQGTQVTVSS (SEQ ID NO:183)

LCP0133

EVQLVESGGGSVQAGGSLRLSCAFSGGREFSDYGMAWFRQGPGKEREFV
SRISGNGRGTQYTDSVSGRFIISRDNDKNTVYLOMNDLKVEDTAIYYC
ARGSGPSSFNEGSVYDYWGQGTQVTVSS (SEQ ID NO:184)

LCP0134

EVQLVESGGGLVQSGGSLTLSCVLSGSIFSSNTMGWHRQAPGKQREWV
ATITTSGGTTKYADSVKGRFTISRDNAKNTVYLRMNNLKPEDTGVYFCY
ASLAGIWGQGTQVTVSS (SEQ ID NO:185)

LCP0135

EVQLVESGGGLVQAGGSLRLSCAAPETEATYNVMGWYRRAPGKQRELV
ATMTIDYNTNYADSAKGRFTISRDNTKNTVYLOMNNLRPDDTAVYYCR
VDLSRQISGSYNYWGQGTQVIVSS (SEQ ID NO:186)

LCP0136

EVQLVESGGGLVQPGESLRLSCAISGFAFTDVGMSWVRQAPGKGLEWV
SSISSGSSITTYSDSVKGRETISRDNARNTLFLOMNSLKPEDTAVYYC
GRYYCTGLGCHPRRDSALWGQGTQVTVSS (SEQ ID NO:187)

LCPO137

EVQLVESGGGLVQPGGSLRLSCRASGFTYSTAAMGWVRQAPGKGLEWV
SSISSLGSDRKSADSVKGREFTISRDNAKNTLYLOMNSLKPEDTAVYYC
ARFISNRWSRDVHAPSDFGSRGQGTQVTVSS (SEQ ID NO:188)

LCPO138

EVQLVESGGGSVPAGGSLRLSCAAFGFTFDNYATAWFRQAPGKEREGV
SCLSTNDGETYYADSVKGRFTISSDHAKNTVYLOMDSLRPEDTAVYYC
AAAEGSWCHKYEYDYWGQGTQVTVSS (SEQ ID NO:189)

LCP0139

EVQLVESGGGLVQAGESLRLSCAASGRTSDLYVVGWFRQTPGKEREEFV
AGIAWTGDASYYADSVEGRFTIARDNAENRIDLOMTSLKPEDTAVYYC
AADSRARFERQRYNDMNYWGQGTQVTVSS (SEQ ID NO:190)

LCPO141

EVQLVESGGGLVQAGGSLRLSCIASVTIADINVMGWYRQAPGKQREFV
ASIPTTGDKNYAESAKGRFTISRDNSQNTVAMOMNNLKPDDTAVYYCY
VLLSRAVSGSYGHWGQGTQVTVSS (SEQ ID NO:191)

LCP0O142

EVQLVESGGGLVQVGGSLRLSCAASGSIVDIKVMGWYRQAPGNERELV
ALINDADDSEYSPSMRGRFTISRDNSKNTVYLOMNSLKPEDTAAYYCA
ADRDSSWFKSPYIPGSWGQGTQVTVSS (SEQ ID NO:192)

LCP0O143

EVQLVESGGGLVQAGGSLRLSCAAPEMGATINVMAWYRQAPGKQRELV
ARLPLDNNIDYGDFAKGRFTISRDITRNTVYLOMNNLKPDDTAVYYCN
VLLSRQINGAYVHWGQGTQVTVSS (SEQ ID NO:193)

LCPO144

EVQLVESGGGLVQAGGSLRLSCAASGIDGDINVMAWYRQAPGKQRELV
ASITIGGNTNYADSVKGRFTIARDNAKNRMSLEMNSLKSEDTAVYYCN
TLLSRVHDGQYVFWGQGTQVTVSS (SEQ ID NO:194)

LCP0O145

EVQLVESGGGLVQAGGSLRLSCVASEDAFKTDTLGWFRQAPGEEREFV
AAFVWAGGPFYADSVKGRFTISMDEDRNTVYLOMNSLKPEDTGVYYCA
ASLSRLRVGEITPRHMNYWGQGTQVTVSS (SEQ ID NO:195)

LCPO146

EVQLVESGGGLVQAGGSLRLSCAASGRAFSDYAMAWFRQAPGKEREFV
AGIGWSGGDTLYADSVRGRFTNSKDNAKNRMS LOQMNSLKPEDTAVYYC
AARQGQYIYSSMRSDSYDYWGQGTQVTVSS (SEQ ID NO:196)

LCP0147

EVQLVESGGGLVQAGGSLRLSCAASGRTFSSSNMGWFRQAPGEEREFV
TAIDWSGGRTYYADSVKGRFTISRDNAKNTVYLOMDSLKPEDTAVYYC
AAQGSGLDWGYPWTYDYWGQGTQVTVSS (SEQ ID NO:197)

LCP0149

EVQLVESGGGLVQPGGSLKLSCATSGSVLNIDSMAWYRQAPGKQRELV
AEMLWGGTKNYGDSVKGRFTISGDADWGTELQMS SLKPEDTAVYYCNA
VGRGFRDAWGQGTQVTVSS (SEQ ID NO:1898)

LCP0O150

EVQLVESGGGLVQAGGSLRLSCVASGSGFGILDMGWYRQAPGSRRELV
GYVTRDGTTNYGNSVKGRSIISEDITKNTVILOMNSLKPEDTAVYFCT
AGLTNQPRAWGQGTQVTVSS (SEQ ID NO:199)

LCPO151

EVQLVESGGGLVQPGGSLRLSCAASGSVSSINVMGWYRQTPGKQRELV
AATINRGGSTNVADSVKGRFTISRDNAKNTVYLOMNSLKPEDTAVYYCN
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AEPYGLDWRYDYWGQGTQVTVSS (SEQ ID NO:200)

LCPO152

EVOLVESGGGLEQAGGSLRLSCTASGGTDSIYOMGWFRQTPGKEREFV
AATNWNYGGAYYPDSVKGREFTISRDKAKNIGFLOMNSLKPEDTAVYYC
ATSQTSVDAFSVPITTARRYQYWGQGTQVIVSS (SEQ ID
NO:201)

LCPO153

EVQLVESGGGLVQAGGSLTLSCVASGRTFSNYRMGWFRQAPGKEREEFV
GTIYWSTGRSYYGDSVKGRFIISGDNAKNTIHLOMNSLKPGDTGVYYC
ASGPEMSAFDSWGQGTQVTVSS (SEQ ID NO:202)

LCPO154

EVQLVESGGGLVQPGGSLRLSCAASGFTLDDYAIGWFRQAPGKEREGV
SCISSSDGSTYYGDSVKGRFTISRDNAKNTMYLOMNSLKPEDTAVYYC
ATGTPLSSYYGSCLDYDMAYWGQGTQVTIVSS (SEQ ID NO:203)

LCP0O155

EVQLVESGGGLVQAGGSLRLSCAASGVTFSNYGMAWFRQAPEKEREFV
ARISSNGRRTEYADGVSGRFTISRDNAKNTVYLOMNGLKPEDTAVYYC
ARAAGPSGFHEQSIYDDWGQGTQVTVSS (SEQ ID NO:204)

LCP0295

EVQLVESGGGLVQAGGSLRLSCAVSGRSISTYVAGWFRQGPGKEREFV
ALISRGGGDIQYSDSVKGREFTISRDNAKNAVYLOMNSLKPADTAVYYC
SLDASFGSRLVSRWDYWGQGTQVTVSS (SEQ ID N0O:205)

LCP0296

EVQLVESGGGVVQAGDSLTLTCTAPVGTISDYGMGWFRQAPGKEREFV
ASISWGGMWTDYADSVKGRFTISRDNDKNAVYLRMNSLNAEDTAVYYC
GRGRMYRGIGNSLAQPKSYGYWGQGTQVTVSS (SEQ ID NO:206)

LCP0297

EVQLVESGGGLVQAGGSLRLSCAGSGFTSDDYAIAWFRQAPGKEREGV
SCIGSGDGTTYYADSVKGRFIISSENAKKTVYLOMNSLKPEDTGIYYC
AADLYPPADYALDHTWYDYWGQGTQVTVSS (SEQ ID NO:207)

LCP0298

EVQLVESGGGVVQPGGSLRLS3CVVSGSREFSLDTVGWHHQAPGKLRELV
ARIRDDGDTMYVASVKGRFIISRDDAKNTVYLOMNSLKPEDTGVYYCY
FSRNGAWGQGTQVTVSS (SEQ ID NO:208)

LCP0299

EVQLVESGGGLVQAGGSLRLSCGASGRISDINVMGWYRQAPGKQREMV
ADIDIRGYTNYADSVKGRFTVSRDNAETMYLEMNSLKPEDTAVYRCNA
LTSRDWGTGKYVYWGQGTQVTV3S (SEQ ID NO:209)

LCP0300

EVQLVESGGDLVQVGGSLRLSCAFPGSMS3SRNSVNWYRQPPGKOQREWV
ATISVSGFTQYADSAKGRFTISRDSAKNTVHLOMNSLKPEDTGVYYCN
YMDYWGQGTQVTVSS (SEQ ID NO:210)

LCP0O301

EVQLVESGGGVVRAGGSLKLSCTAAGTDINIVTVGWHRQAPGKHRELV
ATIVGSGSRTNYADSVKGREFTISRDNPKNTVYLOMNSLKPEDTAVYYC
YATSIGWGQGTQVTVSS (SEQ ID NO:211)

LCP0302

EVQLVESGGGLVQAGGSLRLSCAASGRTFSGILSAYAVGWEFRQAPGKE
REFVSTITSGGSTLSADSVKGREFTLSRDNAKDTVYLOMNSLKPEDTAV
YYCAVRTWPYGSNRGEVPTENEYGHWGQGTQVTVSS (SEQ ID
NO:212)

LCP0303

EVQLVESGGGSVQAGGSLRLTCTASGNVRSIFTMAWYRQAPGKQRELV
ASAAKGGDTYYADSAKGRFTISRDDAKAIVSLOMNSLKPEDTAVYYCK
TDGRPWFSEDYWGQGTQVIVSS (SEQ ID NO:213)

LCP0304

EVQLVESGGGLVQVGDSMRLSCAVFGNI FTRDPVMWFRQPPGKQREWV
ATITPSGFANYADSVKGRFTISRYAANNTVHLOMNSLKPEDTGVYFCN
FGTYWGQGTQVTVSS (SEQ ID NO:214)

LCP0306

EVQLVESGGGLVQAGGSLRLSCAASKGAFNINVMAWYRQAPGKQRELV
ARVALGGTTDYADSVKGRFTISRNNAQDTVYLOMNSLKPEDTAVYYCN
VLLDRGVRGSYAYWGQGTQVTVSS (SEQ ID NO:215)

LCP0309

EVQLVESGGGLVQAGGSLRLSCAASGRTYSSYVIGWFRQAPGKEREFV
ASTRWAGGDSHYQESVKGRSTISKDNARNTVYLOMNSLKPEDTAVYYC
AGAAPVPGQSYEWSSWGQGTQVTVSS (SEQ ID NO:216)

LCP0310

EVQLVESGGGLVQAGGSLRLSCVASGSAFYVGPMAWYRQAPGKERESV
ASITKGGITNYADSVKGRFTISRDNAKNTVYLOMNSLKPEDTDVYVCN
ARVKLQEDRLFRDYWGQGTQVTVSS (SEQ ID NO:217)

LCPO311

EVQLVESGGGMVQPGGSLRLSCVVSGASGNIDEFVTVGWHRQAPGKHRE
MVAVITGDGTRNYRDSVKGRESISRDNAKNTIYLOMNSLKPEDTAVYY
CYMSNPISSWGQGTQVIVSS (SEQ ID NO:218)

LCP0312

EVQLVESGGGLVQAGGSRRLSCAVSGRTLS SFGMGWFRQAPEKPREFV
AATTWGQGGTEFYADSVKGREFTISRDIVENTVYLOMNDLKPDDTGLYFC
VSAPHFHEAFPSRPPAYAYWGQGTQVTVSS (SEQ ID NO:219)

LCP0313

EVQLVESGGGLVQAGGSLRL3CAASGRTYGSYVIGWFRQAPGKEREFV
ASTRWAGGDSHYGDPLKGRSTISKDNAKNTVYLOMNSLKPEDAAVYYC
AGAAPVPGSSYEWTNWGQGTQVTVSS (SEQ ID NO:220)

LCP0314

EVQLVESGGGLVQAGGSLRLSCAASGSISSVNTMGWYROAPGKQRELYV
AFITSGDDTNYADSMKGRFTISRDNAKNTLYLOMNSLKPEDTAVYYCV
ATLGRSSSGTYTYWGQGTQVTVSS (SEQ ID NO:221)

LCP0316

EVQLVESGGGLVQAGGSLRLSCAASLRTLDNYGVGWFRQTPGREREFV
SAVSWNGDRTYYQDSVKGRFTISREYARKNTVYLOMDSLKPEDTAVYYC
AVNMYGSTFPGLSVESHYDYWGQGTQVTVSS (SEQ ID NO:222)

LCPO317

EVQLVESGGGLVQAGGSLRLSCAASGSIFSINAMAWYROAQGKQRELYV
ADITKNDITDYADSVKGRFTIARDNAKNTVDLOMNSLKPEDTAVYYCT
AALSRHPYRSWGQGTQVTVSS (SEQ ID NO:223)

LCP0319

EVQLVESGGGLVQAGGSLRLSCAAAGRSLSDYYITIWFRQPPGKEYEFV
SSIRWNTGSTTYGDSVKGRFTISRDNAKSTVYLOMNSLKPEDTALYWC
AAGLHLTPTSRTYNYRGQGTQVTVSS (SEQ ID NO:224)

LCP0320

EVQLVESGGGLVQAGGSLRLSCAAPETIFTINSMGWYRQAPGKQRELV
AFINLDGNTNYADSAKGRFTISRDNAENTVYLOMDNLKPDDTAVYYCN
VLLSRAISGSYVHWGQGTQVTVSS (SEQ ID NO:225)
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LcPo115 | C5 | 1.13e5 3.48e-5 |3.09e-10 0.08
cC5 | 9.53e4 1.02e-5 | 1.07e-10 0.10
LcPo123 | C5 | 1.08e5 2.16e-4 | 1.99¢-9 0.13
cC5 | 1e5 381e-4 |3.8e-9 0.14
LcPoiss |NC5 | 4.86e5 8.82e-4 | 1.81e-9 2.47
cC5 | 7.89e5 251e-4 | 3.18e-10 1.01
LcPo14s | NC5 | 6.91e5 566e-5 |8.2e-11 0.90
cC5 | 7.41e5 124e-4 | 167e-10 0.81
LcPotas | NC5 | 2246 9.75¢-5 | 4.35e-11 0.42
cC5 | 2.64¢6 244e-4 | 9.22e-11 0.47
LcPooes | NC5 | 9.34e4 3.9e-5 4.17e-10 0.06
cC5 | 6.84e4 1.06e-4 | 1.55e-9 0.03
LcPosoz | NC5 | 1.14e5 2.22e-5 | 1.95e-10 0.03
cC5 | 1.03e5 2.38e-5 | 2.32e-10 0.03

5709 $449E w71 3-C5 VHH EH1¢1 (LCP0115, LCP0143, LCP0146, LCP0296 % LCP0302)S lwl A3} A

5
AD el (R 2AHZREAF o= AZSA R, (DR INGT R 7HHE A o] Sl

4 FAMS e QA A4
A L oolnA MYE Jmow 39t gvl FR2 54 AR o E9dWolE whEolA VHH =l ¢k
A4S FASIATTE. A3E8F WolAE Expi293 Al A HHA7| A, AES HAAIE o]&3ste] A3F (bt 2

ol thal M@ttt

Boghnp Jrjze] kel o EdRols: Y HolAdl dia] Hded el =UAA, A3F C5ell Wi
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[0150]

[0151]

ZIHSd 10-2025-0068795

59 W3 s MAAZT. FHES HEK293F AlXollA ddA7]aL, =S A o) Aol dis) H7tst
Atk AF WolAloA Frle] BN E e 189 eE FrtE HASA AL, -TuS

g2 i< ZrskA 7] AL, C-EhS WGQGILVIVSS (M2 5:148; H Qe wep)= I3k
StA AT, AR $AEAE w7 05 VHH FRE 3] F 3o JERAT. ol FREFE (RS & 4

K-
2
=
il
ro, M

VHH ¥-Cc5 SEQ

A ID NO:

T 1 g3

APGQGLEAVATITSGGSAIYTDSVKGRETISRDNSKNTLYLOM
NSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

LCP0O178 EVQLVESGGGLVQPGGSLRLSCAASEMGATINVMAWEFRQAPGQ
GLEAVARLPLDNNIDYGDFAKGREFTISRDNSKNTLYLOMNSLR 227
AEDTAVYYCNVLLSRQINGAYVHWGQGTLVTVSS

LCP0179 EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWERQAPGQ
GLEAVAGIGWSGGDTLYADSVRGRETISRDNSKNTLY LOMNSL 228
RAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS
LCP0180 EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWERQ
APGQGREFVATITSGGSAIYTDSVKGRETISRDNSKNTLYLOM
NSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

LCPO181 EVQLVESGGGLVQPGGSLRLSCAAPEMGATINVMAWY ROQAPGQ
QRELVARLPLDNNIDYGDFAKGREFTISRDNSKNTLYLQMNSLR 230
AEDTAVYYCNVLLSRQINGAYVHWGQGTLVTVSS

LCP0182 EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWEFRQAPGQ
EREFVAGIGWSGGDTLYADSVRGREFTISRDNSKNTLYLOMNSL 231
RAEDTAVYYCAARQGQYTIYSSMRSDSYDYWGQGTLVTVSS
LCP0183 EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWERQ
APGKGREFVSTITSGGSAIYTDSVKGRETISRDNAKNSLYLOM
NSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

LCP0O184 EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWERQ
APGKGLEFVSTITSGGSAIYTDSVKGRETISRDNAKNSLYLOM
NSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

LCP0185 EVQLVESGGGLVKPGGSLRLSCAASEMGATINVMAWY RQAPGK
QRELVSRLPLDNNIDYGDFAKGREFTISRDNAKNSLYLQMNSLR 234
AEDTAVYYCNVLLSRQINGAYVHWGQGTLVTVSS

LCP0186 EVOLVESGGGLVKPGGSLRLSCAASEMGATINVMAWY RQOAPGK
GLELVSRLPLDNNIDYGDFAKGREFTISRDNAKNSLYLQMNSLR 235
AEDTAVYYCNVLLSRQINGAYVHWGQGTLVTVSS

LCP0187 EVQLVESGGGLVQPGRSLRLSCAASGRAFSDYAMAWFRQAPGK
EREFVSGIGWSGGDTLYADSVRGRFTISRDNAKNSLYLOMNSL 236
RAEDTALYYCAARQGQYTIYSSMRSDSYDYWGQGTLVTVSS
LCP0188 EVQLVESGGGLVQPGRSLRLSCAASGRAFSDYAMAWFRQAPGK
GLEFVSGIGWSGGDTLYADSVRGRETISRDNAKNSLY LOMNSL 237
RAEDTALYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

226

229

232

233
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[0152]

LCP0195

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWEFRQAPGOQ
EREFVAGIGWSGGDTLYADSVRGREFTNSRDNSKNTLY LOMNSL
RAEDTAVYYCAARQGQYTYSSMRSDSYDYWGQGTLVTVSS

LCP0197

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWEFRQAPGQ
EREFVAGIGWSGGDTLYADSVRGRFTISRDNAKNTLY LOMNSL
RAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

LCP0199

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWEFRQAPGQ
EREFVAGIGWSGGDTLYADSVRGRFTISRDNSKNTMY LOMNSL
RAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

LCP0203

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWEFRQAPGQ
GLEFVAGIGWSGGDTLYADSVRGRETISRDNSKNTLY LOMNSL
RAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

LCP0207

EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWERQ
APGKGLEFVSTITSGGSAIYTDSVKGREFTISRDNAKDSLYLOM
NSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

LCP0208

EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWERQ
APGKGLEEFVSTITSGGSAIYTDSVKGRETISRDNAKNTLYLOM
NSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

LCP0209

EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWERQ
APGKGLEFVSTITSGGSAIYTDSVKGRFETISRDNAKNSVYLOM
NSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

LCP0212

EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWERQ
APGQGLEEFVATITSGGSAIYTDSVKGRETISRDNSKNTLYLQOM
NSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

CRL0303

EVQLVESGGGLVQPGGSLRLSCAASGRHESDYAMAWEFRQAPGQ
EREFVAGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCAARQGQYTYSSMRSDSYDYWGQGTLVTVSS

CRL0304

EVQLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWEFRQAPGQ
EREFVAGIGWSGGDTLYADSVRGRFTISRDNSKNTLY LQMNSL
RAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

CRL0305

EVQLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWEFRQAPGQ
EREFVAGIGWSGGDTLYADSVRGRETNSRDNSKNTLY LOMNSL
RAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

CRL0307

EVQLVESGGGLVQPGGSLRLSCAASGRHHSDYAMAWEFRQAPGQ
EREFVAGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

CRL0726

EVQLVESGGGLVQPGGSLRLSCAASVGTISDYGMGWERQAPGQ
GLEAVASISWGGMWTDYADSVKGRETISRDNSKNTLY LOMNSL
RAEDTAVYYCGRGRMYRGIGNSLAQPKSYGYWGQGTLVTVSS

238

CRLO727

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSAYAVGWERQ
APGQGLEAVATITSGGSTLSADSVKGRFTISRDNSKNTLYLOM
NSLRAEDTAVYYCAVRTWPYGSNRGEVPTENEYGHWGQGTLVT
VSS

239
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[0153]

CRL0O728

EVQLVESGGGLVQPGGSLRLSCAASVGTISDYGMGWERQAPGQ
EREFVASISWGGMWTDYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCGRGRMYRGIGNSLAQPKSYGYWGQGTLVTVSS

240

CRL0729

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSAYAVGWERQ
APGQEREEFVATITSGGSTLSADSVKGRETISRDNSKNTLYLOM
NSLRAEDTAVYYCAVRTWPYGSNRGEVPTENEYGHWGQGTLVT
VSS

241

CRL0O730

EVQLVESGGGLVKPGGSLRLSCAASVGTISDYGMGWEFRQAPGK
EREFVSSISWGGMWTDYADSVKGREFTISRDNAKNSLYLOMNSL
RAEDTAVYYCGRGRMYRGIGNSLAQPKSYGYWGQGTLVTVSS

242

CRLO731

EVQLVESGGGLVKPGGSLRLSCAASVGTISDYGMGWFRQAPGK
GLEFVSSISWGGMWTDYADSVKGRFTISRDNAKNSLYLQMNSL
RAEDTAVYYCGRGRMYRGIGNSLAQPKSYGYWGQGTLVTVSS

243

CRLO732

EVQLLESGGGLVQPGGSLRLSCAASGRTFSGILSAYAVGWERQ
APGKEREEFVSTITSGGSTLSADSVKGRETISRDNSKNTLYLOM
NSLRAEDTAVYYCAVRTWPYGSNRGEVPTENEYGHWGQGTLVT
VSS

244

CRLO733

EVQLLESGGGLVQPGGSLRLSCAASGRTFSGILSAYAVGWERQ
APGKGLEEFVSTITSGGSTLSADSVKGRETISRDNSKNTLYLOM
NSLRAEDTAVYYCAVRTWPYGSNRGEVPTENEYGHWGQGTLVT
VSS

245

CRL0960

QVQLVQSGAEVKKPGASVKVSCKASGRAFSDYAMAWVRQAPGQ
GLEWMGGIGWSGGDTLYADSVRGYTENFKDRVIMTRDTSTSTV
YMELSSLRSEDTAVYYCARQGQYIYSSMRSDSYDYWGQGTLVT
VSS

246

CRL0961

QVQLVQSGAEVKKPGASVKVSCKASGRAFSDYAMAWEFRQAPGQ
EREFMGGIGWSGGDTLYADSVRGYTENFKDRVTMTRDTSTSTV
YMELSSLRSEDTAVYYCARQGQYTIYSSMRSDSYDYWGQGTLVT
VSS

247

CRL0962

QVQLVQSGAEVKKPGASVKVSCKASGRAFSDYAMAWEFRQAPGQ
GLEFMGGIGWSGGDTLYADSVRGYTENFKDRVIMTRDTSTSTV
YMELSSLRSEDTAVYYCARQGQYIYSSMRSDSYDYWGQGTLVT
VSS

248

CRL0963

QVQLVQSGAEVKKPGASVKVSCKASVGTISDYGMGWVRQAPGQ
GLEWMGSISWGGMWTDYADSVKGYTENFKDRVIMTRDTSTSTV
YMELSSLRSEDTAVYYCARGRGRMYRGIGNSLAQPKSYGYWGQ
GTLVTVSS

249

CRL0964

QVQLVQSGAEVKKPGASVKVSCKASVGTISDYGMGWERQAPGQ
EREFMGSISWGGMWTDYADSVKGYTENEFKDRVTMTRDTSTSTV
YMELSSLRSEDTAVYYCARGRGRMYRGIGNSLAQPKSYGYWGQ
GTLVTVSS

250

CRL0965

QVQLVQSGAEVKKPGASVKVSCKASVGTISDYGMGWERQAPGQ
GLEFMGSISWGGMWTDYADSVKGYTENFKDRVIMTRDTSTSTV
YMELSSLRSEDTAVYYCARGRGRMYRGIGNSLAQPKSYGYWGQ
GTLVTVSS

251

CRL0966

QVQLVQSGAEVKKPGASVKVSCKASGRTEFSGILSAYAVGWVRQ
APGQGLEWMGTITSGGSTLSADSVKGY TENFKDRVIMTRDT ST
STVYMELSSLRSEDTAVYYCARAVRTWPYGSNRGEVPTENEYG
HWGQGTLVTVSS

252
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[0154]

CRL0967

QVOLVQSGAEVKKPGASVKVSCKASGRTFSGILSAYAVGWERQ
APGQEREFMGTITSGGSTLSADSVKGY TENFKDRVTMTRDT ST
STVYMELSSLRSEDTAVYYCARAVRTWPYGSNRGEVPTENEYG
HWGQGTLVTVSS

253

CRL0968

QVQOLVQSGAEVKKPGASVKVSCKASGRTFSGILSAYAVGWERQ
APGQGLEFMGTITSGGSTLSADSVKGY TENFKDRVTMTRDT ST
STVYMELSSLRSEDTAVYYCARAVRTWPYGSNRGEVPTENEYG
HWGQGTLVTVSS

254

CRL0972

EVQLVESGGGVVRPGGSLRLSFAASGRAFSDYAMAWERQAPGK
EREFVSGIGWSGGDTLYADSVRGRFTISRDNAKNSLYLOMNSL
RAEDTALYHCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

255

CRLO0973

EVQLLESGGGLVQPGGSLRLSCAASGRAFSDYAMAWERQAPGK
EREFVSGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

256

CRL0974

EVQLVESGGVVVQPGGSLRLSCAASGRAFSDYAMAWERQAPGK
EREFVSGIGWSGGDTLYADSVRGRFTISRDNSKNSLY LOMNSL
RAEDTALYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

257

CRL0975

EVQLVESGGGLVQPGGSLRLSCAASVGTISDYGMGWERQAPGK
EREFVSSISWGGMWTDYADSVKGRETISRDNSKNTLY LOMNSL
RAEDTAVYYCGRGRMYRGIGNSLAQPKSYGYWGQGTQVTVSS

258

CRL0976

EVOLVESGGGLVQPGGSLRLSCAASVGTISDYGMGWEFHQAPGK
EREFVSSISWGGMWTDYADSVKGREFIISRDNSRNTLYLQTNSL
RAEDTAVYYCGRGRMYRGIGNSLAQPKSYGYWGQGTLVTVSS

259

CRL0O977

EVOLVESGGGVVQPGRSLRLSCAASVGTISDYGMGWERQAPGK
EREFVASISWGGMWTDYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCGRGRMYRGIGNSLAQPKSYGYWGQGTQVTVSS

260

CRL0978

EVQLVESGGGLVKPGGSLRLSCAASGRTFSGILSAYAVGWERQ
APGKEREFVSTITSGGSTLSADSVKGRETISRDNAKNSLYLOM
NSLRAEDTAVYYCAVRTWPYGSNRGEVPTENEYGHWGQGTQVT
VSS

261

CRL0979

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSAYAVGWERQ
APGKEREFVSTITSGGSTLSADSVKGRETISRDNSKNTLYVQM
SSLRAEDTAVYYCAVRTWPYGSNRGEVPTENEYGHWGQGTQVT
VSS

262

CRL0980

EVQLVESGGGVVQPGGSLRLSCAASGRTEFSGILSAYAVGWERQ
APGKEREFVSTITSGGSTLSADSVKGRETISRDNSKNSLYLQOM
NSLRTEDTALYYCAVRTWPYGSNRGEVPTENEYGHWGQGTQVT
VSS

263
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[0155]

[0156]

[0157]
[0158]

3-C5 VHH =4 Q)

$-1.2] CDR

VHH
=<l

CDR1 A€
[SEQID NO:]

CDR2 ¥
[SEQ ID NO:]

CDR3 A €&
[SEQ ID NO:]

LCP0146
LCPO179
LCPO182
LCPO187
LCPO188
LCP0195
LCP0197
LCP0199
LCP0203
CRL0960
CRL0961
CRL0962
CRL0972
CRL0973
CRL0974

GRAFSDYAMA
[13]

GIGWSGGDILYADSVRG
[18]

AARQGQYIYSSMRSDSYDY
[20]

LCPO115
LCPO177
LCP0180
LCPO183
LCPO184
LCP0207
LCP0208
LCP0209
LCP0212

GRTFSGILSPYAV

G [14]

TITSGGSAIYTDSVKG
[19]

AVRTRRYGSNLGEVPQENEY
GY [21]

LCP0143
LCP0178
LCP0181
LCP0185
LCP0186

EMGATINVMA
[327]

RLPLDNNIDYGDFAKG
[325]

NVLLSRQINGAYVH [326]

CRL0303

GRHFSDYAMA
[15]

GIGWSGGDTLYADSVRG
(18]

ARRQGQYIYSSMRSDSYDY
[20]

CRL0O304
CRL0O305

GRAHSDYAMA
[16]

GIGWSGGDTLYADSVRG
[18]

AARQGQYIYSSMRSDSYDY
[20]

CRL0O307

GRHHSDYAMA
[17]

GIGWSGGDILYADSVRG
(18]

ARRQGQYIYSSMRSDSYDY
[20]

LCP0296
CRL0726
CRL0O728
CRL0O730
CRLO0731
CRL0963
CRL0964
CRL0965
CRL0975
CRL0976

VGTISDYGMG
[264]

SISWGGMWTDYADSVKG
[266]

GRGRMYRGIGNSLAQPKSYG
Y
[268]

CRL0977

LCP0302
CRL0O727
CRL0729
CRL0732
CRL0733
CRL0966
CRL0967
CRL0968
CRL0978
CRL0979
CRL0980

GRTEFSGILSAYAV

i
[265]

TITSGGSTLSADSVKG
[267]

AVRTWPYGSNRGEVPTENEY
GH
[269]
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[0159]

[0160]

[0161]

LCPO0115
WOl A

LCP0204

EVQLVESGGGLVQAGGSLRLSCAASGRTFSGILSPYAVGWFRQ

APGKGLEFVSTITSGGSATYTDSVKGRFTISRDNAKNSLYLQMN

SLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

270

LCP0205

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWFRQ
APGKGREFVSTITSGGSAIY TDSVKGRFTISRDNAKNSLYLQMN
SLRAEDTAVYYCAVRTRRYGSNLGEVPQENEY GYWGQGTLVT
VSS

232

LCP0206

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWEFRQ
APGKGLEFVSTITSGGSAIYTDSVKGRFTLSRDNAKNSLYLQMN
SLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

271

LCP0207

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWFRQ
APGKGLEFVSTITSGGSAIYTDSVKGRFTISRDNAKDSLYLQMN
SLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

N

LCP0208

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWFRQ
APGKGLEFVSTITSGGSAIYTDSVKGRFTISRDNAKNTLYLQMN
SLRAEDTAVYYCAVRTRRYGSNLGEVPQENEY GYWGQGTLVT
VSS

LCP0209

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWFRQ
APGKGLEFVSTITSGGSAIYTDSVKGRFTISRDNAKNSVYLQMN
SLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VS8

LCP0210

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWFRQ
APGKGLEFVSTITSGGSATYTDSVKGRFTISRDNAKNSLYLQMN
SLKAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLV
TVSS

272

LCP0211

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWFRQ
APGKGLEFVSTITSGGSATYTDSVKGRFTISRDNAKNSLYLOQMN
SLRPEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

273

LCP0212

LCP0146
ol A

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWFRQ
APGQGLEFVATITSGGSAIYTDSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVT
VSS

LCPO193

EVQLVESGGGLVQAGGSLRLSCAASGRAFSDY AMAWFRQAPG
QEREFVAGIGWSGGDTLY ADSVRGRFTISRDNSKNTLYLOQMNS
LRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

274

LCPO0194

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
KEREFVAGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLQMNS
LRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

LCPO195

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWEFRQAPG
QEREFVAGIGWSGGDTLY ADSVRGRFTNSRDNSKNTLYLQMN
SLRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

LCP0196

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
QEREFVAGIGWSGGDTLY ADSVRGRFTISKDNSKNTLYLQMNS
LRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

276

LCPO197

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
QEREFVAGIGWSGGDTLYADSVRGRFTISRDNAKNTLYLQMNS
LRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

LCP0198

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
QEREFVAGIGWSGGDTLY ADSVRGRFTISRDNSKNRLYLQMNS
LRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

277

LCPO0199

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
QEREFVAGIGWSGGDTLY ADSVRGRFTISRDNSKNTMYLQMN
SLRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

LCP0200

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
QEREFVAGIGWSGGDTLYADSVRGRFTISRDNSKNTLSLQMNS
LRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

278

LCP0201

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
QEREFVAGIGWSGGDTLY ADSVRGRFTISRDNSKNTLYLQMNS
LKAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

279

LCP0202

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
QEREFVAGIGWSGGDTLY ADSVRGRFTISRDNSKNTLYLQMNS
LRPEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

280

LCP0203

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPG
QGLEFVAGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLOQMNS
LRAEDTAVYYCAARQGQYIYSSMRSDSYDY WGQGTLVTVSS
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[0162]

[0163]

[0164]

[0165]

[0166]

[0167]

[0168]

[0169]

ZIHSd 10-2025-0068795

A 7. Q17F " Ao AgeE VHH =Wl v

AR dHelA FFF dujdola, AbAl o3 S %6& ool o3 AAE dstrlel FEF TAFS
etk AlEd ol oF A omiE dRRle] A w2 pHollA doju= FeRnd) $HR1e] A5 28
ofg] ATt o] FEAEe UHRI-Fchn HFAE dFo= ;m o] E A7) aL, dRvlo] Falo] e A0l
pHell =% wf FHom tha] Wt

S-HSA VHHS] g o gigl 7.8

o A3kg VHH F-HSA A t]AaZgo] glolHde]S &-C5 VIH Z=vllel] thak 2 &-HSA
stel gmte] B AIE2RE AT, HSACl thal 1,000,000 %3] F4 <

ghabal, RNAS welstal, VHH 99& oz aelsigit. Ao 2-40 4 -

71AE vhe} 7ro], o]S F-HSA VHH A AL plIl &3 SAv= Z2ste], 6 x 10719 oy S29|
& s, 1% A faFdel Y Ves ol&ste] HSA % CSA (NeEis o] I
| dial] vl VHH ErlQle Aesksltt. 3 #@=e sjdo 2R E e 4hES ELISA 3 AJof(Sanger)
ol . S, AR A EEA (NGS) S o] &3te], defo] golrele] o A4
el s FEHE Ao HAs ARG, F ~1000719] FES @t o] WS o] &ste] &

glop Hosl & Yyl X gfojH ez =, EubE HSAol o8] wWsiAlH
(Freund) oFWHESF E351% 500 pg FPoZ o]FojHth. E94H ZIZJE
HAASLE 2 F, 4 5, 8 F % 12 FA ATk, A Arts A7 FL2ERRY g 2 F ?01
9 o8 mUEHIAT. A1 EYS ELISAY 23] 435, WY w-g9 ﬁ7}§— A7 33Tt f?} H
g3 9712 1:100,000 3o thal] v SR} 20u) =& A

< 7}Este], RNA w2 eholnele] Aol disl ~7 x 10 PBUCE F53Ich. PBMCENE|S] & RVAS w3/
SRZAE FEol olof, Hsk-2u A ola) AAGIL, F A RNase T3 B2 SAZTE. RWAS)
FAE oo FIE AATOZN 9 o7tz A A A7) 93] Hrisglvt. vl F4 5ol4 o =efoln

Agstel cDNAE FASHHTE. VHI (4 @%) @S A A719%S T VH (FEHQ F) ddony
B A

VHH @& Sfil F-%lel o3 ®gA|7]1aL, pADL-10boll F2JA|7]3L, DNA elBefelE 161 AE=2 FAZSA
Atk & 6 x 1049 neEy FEol gojueee] ta) F5Hth. wE FEL £3d
-80°CoNA 256 SE|AlE Foll BAsgivt. gholrEe] FA2 A I Zyds ze 4
A, 2 Zatoln] Gl EAjol thal 10570¢] FEo B o5 =AUt

A r)sZFee] Ay @ ~zgzld. 3.75 x 10 el AES Taels -HSA VHI glolnele] ZEAE AEe]
BHES 26 FFF2~ 2L 100 pg/nml FrEHUAEPOR BEE kYT viAC A wjdstgdtt.  AES 37TAA
~250 rpmoll Al ARAIZIHA ~0.69] 0Dgo®] 52 wWi7EA 4gA 7. Ay 34E 209 79 thz (MOD e
A H7kskaL, wdES AEAZIA] & 30 ® Fet didlelAdd £, 37TolA 30 B H AEAZIHA A
ol dstdtt. MXEXE F83ta, 25 pg/ml FFEWIYAR | 50 pg/mL Fhwtolal 2 200 pM IPTGE HEH 2xYT
Hi %] Fo] AAEAIZ T, WSES WAl 30T 2 250 rpmoll A HEAIZATH. WA E ARl s As}siar,
1/4 319 10% PEG-8000/2.5 M NaCle #7tste] A& HAA7IaL, 9o AdA 30 & <
Aol Asttl. A S SLA3000 377104 4TolA 15 # 5k 7500 rpmoll Al G R ste] A sA AL},
NS FHEE (AR Ato]AE]F (Thermo Scientific), 37515) oA A A EAF T},

BAggo] HAE M280 ~EHENY H|= (o] = ]ﬂl‘iz]z(Llfe Technologies), 11205D)el <3l A -Lof A
30 & FF gEATIaL, AAE o] &3te RIEE AAGIL, FA-FH FHAE MR dIEEE FHIE §HH
o B E 10 pgo] W REHS HAR RFehal, A2 W 30 & B B HAATIHA AFHle] A ok, M280
2EHENY Bl=g B 3Esto], v QEId3} HSAZ wAA AT, B Z=E PBS/0.05% Tween A& A= 113] A
Hakal, 0.1 M =241, pH 2.7%2 A ths, &8 4FAE 1M Tris, pll 9.022 FAZATE. &2j¥ o
ANE 22 3R T61 AEZ 2= (rescue)dFal, 250 cm x 250 cm LB 7}3111]1/]/“31, 20 ZFF2~ Ed o] Aol A
AFES IEAZT. Aq7tE FHZFY] A daFe] Ad Md o A, Y-S 3 ST
2= 1 AFE 35 o] M Edst HSAE AbEste] FRlA sjdS BdHoR 3r] 71AlE ukel o] 49
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[0170]

[0171]

[0172]

[0173]

[0174]

[0175]

[0176]

[0177]

SIHS31 10-2025-0068795

sreleh
HsAol ohk WA el FES 2Ades] Ash, A FES 96 U SelolEe] Fehha, 100 u/nl 7
MUAR B 26 BREaR 2R 250 w0 Fe] 20T FolA WAl 37CelA STt 5 el mRE A
IR 9 !

A Zbzke] de Al wigsiin. 29 E AAAE AAe] 9l A
Ttk AEE ~0.69 Dol 2 AAAZ the, 209 MOIolA 1 A7+
o M3 Ay AR BRFIUTE. AEE AR o8 st HHX]E 100 pg/mL 7FEHUAY B 50
peg/mL 7hUmtolAl o &2 2 250 pbo] 2xYT= WA SIGTE.  o]ojA], E#o]EE B 30TCollA 250 rpmell
A ZAGA7IEA QlFHlo] skt wixE Al el ofs) A3}t ELISA HANA AHE37] $1g 3k A
AANE Az,

e o e =t ZdolE (Fo]~(Pierce), 155000 2 ug/mLe]
%ﬂ i 30 —Er %OJ Ao A AGAZIHEA QlFteoldstglct.  ZFEEE A e, Ads A

= al, 50 weel AztE dAdom A 30 ¥ B
U 2 kAl Zol A zsL—M13 HRP &HA] (A]o] #22Ao], Cat # 27-
9421—01)@ @7 AeolA 30 ® Fek AFHoIMATE.  EHOlEES 43 AT vhE, 1-2% E TB-
ELISA AJF (WL Afo]AE]F, Cat # 34029) 0.2 WFabil, H& Ezﬂ/\]ﬂ—’—, HhSS 2 ) 3 A gAS o]
g3to] TEAHT. wlo]leEl= ololnl=(BioRad iMark) Z|o]E HHE7|E AREEIY] 0Dy B5S AASIST.

NGSE ol-&3ate] el eholveie] o] A = il o8 A

A5, AAVE DNAE 7] eoluele, B 19, % ghes et v 7
AES AG Aol o8] FAVEZTE BEAAL, VM 29 WEES optes A 4795 o8] ds,
DNAS DNA 3% AHFL o] &3l AAsIATt. o] DNA% glolr 2] A H MiSeq 2x300 Z3;E AoAe] &
Mg g4 AT

o]
AN
Axef 8. HSAo| Agsls= VHH Ewlele] wa 2 B A

shlth. NGSel

7] BHES o] 8ste] A gdS N-Tek As A= 2 -2y 6x His- a}: (M2 3 324) S

Abesle] A sk, XS ) Z24dsger.  F/09 MSA21 VHH E=wWel (FA] 71 HE WO

2004/062551 A2) B /N F29 Fdx HEE WA (FIRAs £E A3H S AE

H g o= tlaleo] Bl|aEEA = (Integrated DNA Technologies))® 4 % &+ X*

F9 2ol & AxsITE. olE FHES 293expi Al¥o] FAZAAIN L, AHAE 3

A ztAol &Y. A HS PBSel o] —Er/‘ﬁé}ﬁ VHH-Hi s %Hﬂé% ¥ drtEady s o] &3k
o

AA ST, gAE g FE o]
Ao 9. 7F84 HSA, CSA 2 wp9-2~ ¥ diwle ZAgtsts 1A E VHH =] 5484

IHEE 2y HEE 293 expi A NA AAE 112719 VHH A 2 wwlde] ois) Attt VHH A<
S WA SDS-PAGE @ Fwm}A| 0““011 oz A5k, FAHE ZF vl diFEd & ZAAST. o]d
A, AN FeE Atesta, HTX (Z(Pall)/XEZ2€n}o] Q) oA AES HdA 28313 e}~
His AAME 598 &FAl 60 z T =2AA, VT SAHAES FHINY. oo, FHA VEAE 5Y
g Aol A 120 Zol 23 ¢ Ao, Aol VHH-His g+ A AE 300 2 B¢k 233, oo,
e 598t 54 FollA 100 nM HSA Hi= CSA9F 84 600 % &< Agfdo)Adstar, 719 600 Zo A=A 3
95 SAHsT

A% 112709 VHH =191 SollA, 12709 wwRle] HIQ B3} HSAol ZAdtele Ao YJFHAL, 39 &
2 (HAS040, HASO41 2 HAS042)o] B]QE]L3} CSA 2 H]QEIL3} HSA & uvhel Az zg3iict. 19 17] o)A
o] A7t} WAL HEs o] 12719 F-HSA VHH =m0 MES HE 69 e, o5 -HSA VHH =v
91e] CDRS % 791 YERNSITE.
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[0178]

[0179]

[0180]

VHH =<1

g

SEQ ID NO:

HAS020

QVQLVESGGGLVQAGGSLRLSCAASGRTFGSDAA
GWEFRQASGKEREFVASISWSGGYTYYADSVKGRE
TISSDNVKNTVYLOMNSLTPEDTAVYFCATGNRY
SDYRISLVTPSQYEYWGQGTLVTVS

22

HAS038

QVQLVESGGGLVQPGGSLRLSCTGSGHSFSTYTV
GWFRQAPGEERKFVASISWSGEVTLYGDSVKGRE
TISRDNRKKTVYLOMHSLKPEDSAIYYCAAKRGG
RPTDSSDDY FYWGQGTQVTVSS

23

HAS040

QVQLNESGGGMVQAGGSLRLSCAASGRTVSNYAA
GWFRQAPGKEREFVAAINWNKTTTYADSVKGREI
ISREYARKNTVALOMNSLKPEDTAVYYCAAVERIV
APKTQYEYDYWGQGTQVTVSS

24

HAS041

QVOLIESGGGLVQAGGSLGLSCAASGRPVSNYAA
AWFRQAPGKEREFVAAINWNKTATYADSVKGRET
ISRDNAKSTVALOMNSLKPEDTAVYYCAAVERVV
APKTQYDYDYWGQGTQVTVSS

25

HAS042

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAA
AWFRQAPGKEREFVSAINWQKTATYADSVKGRET
ISRDNAKNSLYLOMNSLRAEDTAVYYCAAVERVV
APKTQYDYDYWGQGTLVTVSS

26

HAS044

QVQLVESGGGLVQAGGSLRLSCAASGRTFSSYAT
GWFRQAPGKAREFVARVSTIAGDTDYADSVKGRE
TISRDNAKNTVYLOMNSLKPEDTAVYYCAADSYN
VRLVTGEADYWGEGTQVTVSS

27

HASO077

QVQLVESGGGLVQAGGSLRLSCAASGRTESSYAT
GWEFRQAPGKAREFVARVSTIAGDTDYADSVKGRE
TISRDNAKNTVYLOMNSLKPEDTAVYYCAADSYN
VRLGTGEADYWGEGTQVTVSS

28

HASO079

EVQLVESGGGLVQAGDSLRLSCAASGFTEFSNYAT
GWFRQAPGKAREFVARVSTIAGDTDYANAVKGRE
TISRDNAKNTVYLOMNSLKPDDTAVYYCAAESYN
VRLVTGEADYWGEGTQVTVSS

29

HAS080

QVRLAESGGGRVQAGESLRLSCVASGRTEFSNDAA
GWEFREASGKEREFVASISWSGNYTYYADSVKGRE
TISEDNVKNTVYLOMTSLKPEDTAVYYCAAGNRY
SDYRISLVTPRLYEYWGQGTQVTVS

30

HAS081

QVQLVESGGGLVQAGGSLRLSCAASGRTEFSSDAA
GWEFRQASGKEREFVAATSWSGNYTY SADSVKGRE
TISSDNVKNTVYLOMNSLKPEDTAVYLCAAGNRY
SDYRISLVTPSQYEYWGQGTQVTVS

31

HAS091

QVQLVESGGGLVQAGGSLRLSCAASGRTEFGSDAA

32

GWFRQASGKEREFVASISWSGGYTYYADSGTGRE
TISSDNVKNTVYLOMNSLTPEDTAVYFCATGNRD
SDYRISLVTPSQYEYWGQGTQVTVS

HAS093

QVQLVESGGGLVQAGGSLRLSCAASGRTFGSDAA
GWEFRQASGKEREFVASISWSGGYTYYADSGKGRE
TISSDNVENTVYLOMNSLTPEDTAVYFCATGNRY
SDYRISLVTPSQYDYWGQGTQVTVS

33

HAS096

QVQLVESGGGLVQAGGSLRLSCAASGRTFGSDAA
GWEFRQASGKEREFVASISWSGGYTYYADSVKGRE
TSSSDNVKNTVYLOMNSLTPEDTAVY FCATVNRY
SDYRISLVTPSQYEYWGQGTQVTVS

34
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[0181]

[0182]
[0183]

[0184]

[0185]
[0186]

[0187]

of thek CDR M <E.

ZIHSd 10-2025-0068795

VHH CDR1 A4 4¥ CDR2 4 <& CDR3 4 &

=9l [SEQ ID NO;] [SEQ ID NO:] [SEQ ID NO]

HAS020 GRTFGSDA ISWSGGYT [44] ATGNRYSDYRISLVTPSQYEY
[35] [52]

HAS038 GHS[gz]TYT ISWSGEVT [45] AAKRGGRPTDSSDDYFY [53]

HAS040 GRTEZ:TYA INWNKTTT [46] AAVFRIVAPKTQYEYDY [54]

HAS041 GRE[’\;:IJ\TYA INWNKTAT [47] AAVFRVVAPKTQYDYDY [55]

HAS042 GREEZ:TYA INWQKTAT [48] AAVFRVVAPKTQYDYDY [55]

HAS044 GRTE?EJSYA VSTIAGDT [49] AADSYNVRLVTGEADY [56]

HASO077 GRTE?Z]SYA VSTIAGDT [49] AADSYNVRLGTGEADY [57]

HAS079 GFTEZ?]QYA VSTIAGDT [49] AAESYNVRLVTGEADY [58]

HAS080 GRTFSNDA ISWSGNYT [50] AAGNRYSDYRISLVTPRLYEY
[41] [59]

HAS081 GRTFSSDA ISWSGNYT [50] AAGNRYSDYRISLVTPSQYEY
[42] [60]

HAS091 GRTFGSDA ISWSGGYT [51] ATGNRDSDYRISLVTPSQYEY
[43] [61]

HAS093 GRTFGSDA ISWSGGYT [51] ATGNRYSDYRISLVTPSQYDY
[43] [62]

HAS096 GRTFGSDA ISWSGGYT [51] ATVNRYSDYRISLVTPSQYEY
[43] [63]

Aol 10. vlofzolel] o @ ARW-AF Fojste] 5 EA

HSA T CSAol tih VHH w9l HAS040 % HAS0419] ZAFt &9 8hs Hlofzio] 3000 GH| el Al SPRE o] &3t
S8, dSAE RS EUEHE=E sk vhe]l 29 WA (Biotin CAPture) Aok (X]o] AR
HE frdhHoz xshd CAP 3 Aol voEdst 4Rnls 0t AAlE VHH =H/le] $%E 5 &
59k 50 ub/mine] FEollA FAREIGTH. VHH =Wl 37HA FRE HbEIGith. A vRAES 600 %
Sob g9 A sk, zZhzke] % o] Fo] 6 M FrobU™ HCI/ 0.25 M NaOHZ 2 ¥ 5<F 10 u/minol A FAHH
o824 F FUS AAAZATE. 5935 pH 7.4 2 pH 6.00014 HBS-EP £+&=A] FolA 1:1 WHo](Langmuir)
2d (FAH R B 45 RD 2 olF 7 A (AWE s% FV2RH 454 = 5719 Az 2 H8 7]
= R A A& olgste] FAEATE. NSA21 VHH =M (51A A W& WO 2004/062551 A2) (AD:

LEQVQLOESGGGLVQPGGSLRLSCEASGETEF SREGMTWVRQAPGKGVEW
VSGISSLGDSTLYADSVKGREFTISRDNAKNTLYLOMNSLKPEDTAVYYC

TIGGSLNPGGQGTQVTIVSS (SEQ ID NO:322)

S Az, o5 AANA HwAREA AREE T

, HAS040 2 HASO41 Z=w|Q)
o2 Yetwtr. FIIE,

o] Ao AFE ¥ 8o EAEYTE. ZAF HIEZ 0.3-5 nll HYNA #FE I
= =2 zl=
Ao JFHAL, ol FEFAA FAHE

5
= H =4

6 % pll 7.4 = thollA wbz7] J% SolstAl shrlel Sk Jaes

2 HSAol A esh=
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[0188]

[0189]
[0190]

[0191]

[0192]

[0193]

[0194]

[0195]

SIS 10-2025-0068795

BE LTl /pH ka kd Ko Chi2
(1/\Ms) (1/s) (M)

HAS40 CSA/pH6.0 3.68E+05 2.81E-04 7.64E-10 0.05
CSA/pH7.4 1.04E+06 5.62E-04 5.39E-10 0.1
HSA/pH6.0 4.45E+05 2.08E-04 4.66E-10 0.09
HSA/pH7.4 1.29E+06 4 40E-04 3.41E-10 0.03

HAS41 CSA/pH6.0 3.12E+05 7.39E-04 2.37E-09 0.41
CSA/pH7.4 1.07E+06 1.23E-03 1.15E-09 0.18
HSA/pH6.0 3.73E+05 3.87E-04 1.04E-09 0.12
HSA/pH7.4 1.23E+06 5.66E-04 4.61E-10 0.03

MSA21 CSA/pH6.0 2.80E+05 1.53E-03 5.47E-09 0.05
CSA/pH7.4 5.61E+05 2.16E-03 3.85E-09 0.05
HSA/pH6.0 3.30E+05 1.81E-03 5.46E-09 0.06
HSA/pH7 .4 1.13E+06 3.93E-03 3.49E-09 0.07

Aol 11. VHH % FcRnell Jgh w444 diml A3gte] ¢

& FeRnte] Az zbgo] os) wizfecl. whebA, VHHZ} HSA9F FcRn
= AAsE Aol Foskdth. HAS040 = HAS041 VHH =w¢le] FcRn¥ &3+
B2 ZAAsty] Y, F-HSA VHH =weloz ¥3te HSASH FeRne] A3S Hlopzo]

olN

3000 1] ol A pH 6.0014 HBS-EP $+5A] Fold A&k, HSAS M5 3 Aol ZFHez mgA 7, of
W AEHE o] &3he] 250 RU (¥ @) 5 dxo =dsigltr. VIH Z=wWdS di=F 1-10 pg/ml2 435}
a1 FAbete] . Esbel] =uakdth (50 pb/minolA 3 ). 17FA] ¥ FeRnS HSA:VHH W Aol FAlsbe], 5
i 59t 50 w/minoll A FGHS S5 ARAIZIZ] Aol 180 % Fet s H A s 20 we] 25 mM
NaO

'_1E
HE 100 st/minold FATORA B HVE ARAAG. BASE 11 Who] wd (FA4 Ry D A4
5

F7)e) Azt @ WA N f5 Axe AHE o

o

ANE = 79 TAEE Y. = 7aclA, FeRn¥ HSA ¥3t® mwe] ZAHZHQA Aazhge 30 RU HHe Aol=
Z 8Tk, HSASF MSA21 (ADLO21) (X 7b), HAS040 (& 7c¢) XX HASO4L (& 7d)9 EIx= x3d A A
o] 400 nM FcRng FAFSFS wl A8 RUZF 5 1041:} olE dglo|HE 7julo g2 o], HAS040 2 HAS041-S
FcRn ZA3MS 434 &3, 45T} FeRnel 4354848 53 dEFoziy Aedd Aoz o e,
Ao 12, &-C5 P F-LER o]FEo]d F3t ol Ay

A2 AT, @-gRn mrcle] 471%]

]
Aolet (A ol (GiS); (MEAEHE:106), (GiS)y (MEAEHT:107), (GS)s (MEAEHT:108) E (GS)s
il

ot

(MEQAEHZ:109) 2 27k Ao)3h widk (N-wehk e C-2eh) S Frkslnt. 5523 HEK293F A FoA 2
AA71ar, d A A Fstw FRutEad s o] gate]l AAlstt. AAE 3 wAE Hlofzo] Al
74skgith. Q17 (55 WIQEIHSIAIZ|aL, Hlolzo] 3] el agA7IaL, HAE o]F 5| A BAE FAEEY
S ZIAZ Fol| 37HA] Aoldt wme] Izt F AdRNE FAElY FHES 539 golgt @A Aol
E vlasty] 98 Qb A IRl tiE 54 E MgEE fEEZA o] &5dtt. olF5eld FFAE A
k7] 9% HAe 97 dol2A (,9); (MEAEHT:106)S Aesiict. N-2¢h £ -2 d-dny §
A ek FAde Aol Frletdct.  Aolgk wigke] Adolgh -C5 VHH EwlQlel] dis] H A< oz IQly]
ATh. TFHFEY N- o) ek wiES ® 99A FEE WA ol WAEAa, (C5/HSA)= F-C5 =w|ele] &

o, ERERIZ ) (HSA/CS5) &= &-HSA Zwlle] &-C5 ZEw|lef o

A5e) YA Aolg MU Fo, A Fold olF5old §I BT wh gold F-uww wrdle] &
G QI%¥8 §-C5 VHH Erlole ALgste] AgSATH (E 8ol EAE). olF THES Expi2es AEoA wd
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[0196]

[0197]

A ARvtEdRE o]gste] AAsHIt.
&= 3a % 3boll =AISHAH.

BAE olT 5

ik

SEQ
ID NO:

CRL0400
(HSA/CS)

EVOLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAPGKGPE
WVSSISGSGSDTLYADSVKGREFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRHFSDYAMAWEFRQAPGQEREFVAGIGWS
GGDTLYADSVRGRFTISRDNAKNTLYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

64

CRL0401
(HSA/CS)

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVROAPGKGPE
WVSSISGSGSDTLYADSVKGREFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRAHSDYAMAWEFRQAPGQEREFVAGIGWS
GGDTLYADSVRGRFTISRDNAKNTLYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

65

CRL0402
(HSA/C5)

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAPGKGPE
WVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRHHSDYAMAWEFRQAPGQEREFVAGIGWS
GGDTLYADSVRGRFTISRDNAKNTLYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

66

CRL0403
(HSA/CS)

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVROAPGKGPE
WVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRHFSDYAMAWEFRQAPGOEREFVAGIGWS
GGDTLYADSVRGRETISRDNSKNTMYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

67

CRL0404
(HSA/C5)

EVOQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVROAPGKGPE
WVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRAHSDYAMAWEFRQAPGQEREFVAGIGWS
GGDTLYADSVRGRETISRDNSKNTMYLQOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

68

CRL0405
(HSA/C5)

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAPGKGPE
WVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRHHSDYAMAWFROAPGQEREEFVAGIGWS
GGDTLYADSVRGRFTISRDNSKNTMYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

69

CRL0406
(HSA/CS)

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROAPGKERE
FVSAINWOKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVTVSSGGGGSGGGGSGGGGS
EVQLVESGGGLVQPGGSLRLSCAASGRHFSDYAMAWEFROAPGQERE
FVAGIGWSGGDTLYADSVRGRFTISRDNAKNTLYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

70
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3

X

ox

A

SEQ
ID NO:

CRL0407
(HSA/CS5)

EVOLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFRQAPGKERE
FVSAINWQKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVIVSSGGGGSGGGGSGGGGS
EVQOLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWEFRQAPGQERE
FVAGIGWSGGDTLYADSVRGRFTISRDNAKNTLYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

71

CRL0408
(HSA/C5)

EVQOLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFRQAPGKERE
FVSAINWOKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVTVSSGGGGSGGGGSGGGGS
EVOLVESGGGLVQPGGSLRLSCAASGRHHSDYAMAWFROAPGQERE
FVAGIGWSGGDTLYADSVRGREFTISRDNAKNTLYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

72

CRL0409
(HSA/C5)

EVOLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROAPGKERE
FVSAINWOKTATYADSVKGREFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVTVSSGGGGSGGGGSGGGGS
EVQLVESGGGLVQPGGSLRLSCAASGRHEFSDYAMAWFROQAPGQOERE
FVAGIGWSGGDTLYADSVRGREFTISRDNSKNTMYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

73

CRL0410
(HSA/C5)

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFRQAPGKERE
FVSAINWQKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVTVSSGGGGSGGGGSGGGGS
EVQLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQERE
FVAGIGWSGGDTLYADSVRGRFTISRDNSKNTMYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

74

CRL0411
(HSA/C5)

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWEFROAPGKERE
FVSAINWQKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVTVSSGGGGSGGGGSGGGGS
EVQLVESGGGLVQPGGSLRLSCAASGRHHSDYAMAWFROQAPGQERE
FVAGIGWSGGDTLYADSVRGRFTISRDNSKNTMYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

75

CRL0483
(C5/HSA)

EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWEFRQAPG
KGLEEVSTITSGGSAIYTDSVKGRFTISRDNAKDSLYLOMNSLRAE
DTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVTVSSGGGGSG
GGGSGGGGSEVQLLESGGGLVQPGGSLRLSCAASGETFRSFGMSWV
ROAPGKGPEWVSSISGSGSDTLYADSVKGREFTISRDNSKNTLYLOM
NSLRPEDTAVYYCTIGGSLSRSSQGTLVTVSS

76

CRL0484
(C5/HSA)

EVQLVESGGGLVQPGGSLRLSCAASGRTESGILSPYAVGWERQAPG
KGLEEFVSTITSGGSAIYTDSVKGRFTISRDNAKDSLYLOMNSLRAE
DTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVTVSSGGGGSG
GGGSGGGGSEVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWE
ROAPGKEREEFVSAINWOKTATYADSVKGRFTISRDNAKNSLYLOMN
SLRAEDTAVYYCAAVFRVVAPKTQYDYDYWGQGTLVTVSS

77

CRL0485
(C5/HSA)

EVQOLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWEFRQAPG
KGLEEFVSTITSGGSAIYTDSVKGRFTISRDNAKNTLYLOMNSLRAE
DTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVTVSSGGGGSG
GGGSGGGGSEVQLLESGGGLVQPGGSLRLSCAASGETEFRSFGMSWV
ROAPGKGPEWVSSISGSGSDTLYADSVKGRETISRDNSKNTLYLOM
NSLRPEDTAVYYCTIGGSLSRSSQGTLVIVSS

78
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k!

X

SEQ
ID NO:

CRL0486
(C5/HSA)

EVOLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWERQAPG
KGLEFVSTITSGGSATIYTDSVKGRFTISRDNAKNTLYLOMNSLRAE
DTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVIVSSGGGGSG
GGGSGGGGSEVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWE'
ROAPGKEREFVSAINWQKTATYADSVKGRFTISRDNAKNSLYLOMN
SLRAEDTAVYYCAAVFRVVAPKTQYDYDYWGQGTLVTVSS

79

CRL0487
(C5/HSA)

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWERQAPG
KGLEEFVSTITSGGSATIYTDSVKGRFTISRDNAKNSVYLOMNSLRAE
DTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVIVSSGGGGSG
GGGSGGGGSEVQLLESGGGLVQPGGSLRLSCAASGEFTFRSFGMSWV
ROAPGKGPEWVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOM
NSLRPEDTAVYYCTIGGSLSRSSQGTLVTVSS

80

CRL0488
(C5/HSA)

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWERQAPG
KGLEEFVSTITSGGSATIYTDSVKGRFTISRDNAKNSVYLOMNSLRAE
DTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVIVSSGGGGSG
GGGSGGGGSEVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWE'
ROAPGKEREFVSAINWQOKTATYADSVKGREFTISRDNAKNSLYLOMN
SLRAEDTAVYYCAAVFRVVAPKTQYDYDYWGQGTLVTVSS

81

CRL0489
(C5/HSA)

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWERQAPG
QGLEFVATITSGGSAIYTDSVKGRFTISRDNSKNTLYLOMNSLRAE
DTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVIVSSGGGGSG
GGGSGGGGSEVQLLESGGGLVQPGGSLRLSCAASGEFTFRSFGMSWY
ROAPGKGPEWVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOM
NSLRPEDTAVYYCTIGGSLSRSSQGTLVIVSS

82

CRL0490
(C5/HSA)

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWERQAPG
QGLEFVATITSGGSAIYTDSVKGRFTISRDNSKNTLYLOMNSLRAE
DTAVYYCAVRTRRYGSNLGEVPQENEYGYWGQGTLVTVSSGGGGSG
GGGSGGGGSEVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWE
ROAPGKEREFVSAINWOKTATYADSVKGREFTISRDNAKNSLYLOMN
SLRAEDTAVYYCAAVFRVVAPKTQYDYDYWGQGTLVTVSS

83

CRL0491
(C5/HSA)

EVQLLESGGGLVQPGGSLRLSCAASGETFRSFGMSWVRQAPGKGPE
WVSSISGSGSDTLYADSVKGRETISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRAFSDYAMAWFROAPGQEREFVAGIGWS
GGDTLYADSVRGRFTNSRDNSKNTLYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

84

CRL0492
(C5/HSA)

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROAPGKERE
FVSAINWOKTATYADSVKGRETISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVIVSSGGGGSGGGGSGGGGS
EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFROQAPGOERE
FVAGIGWSGGDTLYADSVRGREFTNSRDNSKNTLYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGOGTLVTVSS

85

CRL0493
(C5/HSA)

EVQLLESGGGLVQPGGSLRLSCAASGETFRSFGMSWVRQOAPGKGPE
WVSSISGSGSDTLYADSVKGRETISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPGOQEREFVAGIGWS
GGDTLYADSVRGREFTISRDNAKNTLYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

86
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[0202]
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33 alk:!

SEQ
ID NO:

CRL0494 EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROAPGKERE
(C5/HSA) FVSAINWQKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVIVSSGGGGSGGGGSGGGGS
EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFROAPGQERE
FVAGIGWSGGDTLYADSVRGREFTISRDNAKNTLYLOMNSLRAEDTA
VYYCAARQGOYIYSSMRSDSYDYWGQGTLVTVSS

87

CRL0495
(C5/HSA)

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAPGKGPE
WVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRAFSDYAMAWFROAPGOEREFVAGIGWS
GGDTLYADSVRGRETISRDNSKNTMYLOMNSLRAEDTAVYYCAARQ
GOQYIYSSMRSDSYDYWGQGTLVTVSS

88

CRL0496
(C5/HSA)

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROAPGKERE
FVSAINWQKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVIVSSGGGGSGGGGSGGGGS
EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFROAPGQERE
FVAGIGWSGGDTLYADSVRGRFTISRDNSKNTMYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVIVSS

89

CRL0497
(HSA/CS5)

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVROAPGKGPE
WVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPGQGLEFVAGIGWS
GGDTLYADSVRGREFTISRDNSKNTLYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

90

CRL0498
(HSA/CS)

EVOLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROQAPGKERE
FVSAINWQKTATYADSVKGREFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVTVSSGGGGSGGGGSGGGGS
EVOLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFROAPGQGLE
FVAGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

91

CRL0499
(HSA/C5)

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVROAPGKGPE
WVSSISGSGSDTLYADSVKGREFTISRDNSKNTLYLOMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVIVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRAHSDYAMAWFROAPGOEREFVAGIGWS
GGDTLYADSVRGRETNSRDNSKNTLYLOMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

92

CRL0500
(HSA/C5)

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFRQAPGKERE
FVSAINWQKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVTVSSGGGGSGGGGSGGGGS
EVOLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQERE
FVAGIGWSGGDTLYADSVRGRETNSRDNSKNTLYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

93

k! k!

SEQ
ID NO:

CRL0501 EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAPGKGPE
(HSA/C5) WVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLOQMNSLRPEDTA
VYYCTIGGSLSRSSQGTLVTVSSGGGGSGGGGSGGGGSEVQLVESG
GGLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQGLEFVAGIGWS
GGDTLYADSVRGRFTISRDNSKNTLYLOQMNSLRAEDTAVYYCAARQ
GQYIYSSMRSDSYDYWGQGTLVTVSS

94

CRL0502
(HSA/C5)

EVOLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROAPGKERE
FVSAINWOKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAV
YYCAAVFRVVAPKTQYDYDYWGQGTLVIV3SGGGGSGGGGSGGGGS
EVOLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWFROAPGOGLE
FVAGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTA
VYYCAARQGQYIYSSMRSDSYDYWGQGTLVTVSS

95

4712] o]F 5|4 A} CRL0483, CRLO484, CRL0499 % CRLO500S 23 2 7|4 AAS 7|vtez sfo] §-
CRLO483, CRLO484, CRL0499 % CRLO500° thall <1zt C59be] Ao thah nHjolzo] F3tm

olF 47HA olFEolH EAE AE

9% vz,
% & 100 JERIQE, 7% WAE = 3, 4 % 5o mAET,
Agolol ] AU oFESA Aol BHsAL,
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[0203]

[0204]
[0205]

[0206]

[0207]

[0208]
[0209]

ZIHSd 10-2025-0068795

3 10: pH 7.4 % pH 6.0014 $-d=9 &3He] Hopae] =4

S ° i (1/|?\;Is) (1k/ds) (IKIIID) Chi*
CRL0483 hC5 7.4 2.25e5 2.42e-4 1.07e-9 0.03
cC5 7.4 9.15e4 2.20e-5 2.40e-10 0.01

CRLO0484 hC5 7.4 7.01e4 7.69e-5 1.10e-9 0.04
cC5 7.4 9.15e4 22e5 2.40e-10 0.01

CRLO0499 hC5* 7.4 2.22e6 3.32¢-4 1.5e-10 33
cC5 7.4 N.D. N.D. N.D. N.D.

CRLO0500 hC5 7.4 2.88e6 6.72e-4 2.33e-10 0.65
cC5 74 2.00e6 8.48¢-4 4.2e-10 0.04

CRLO0483 hC5 6.0 4.00e4 2.11e-04 5.27e-09 0.02
cC5 6.0 3.71e4 4.62e-5 1.25e-9 0.02

CRLO0484 hC5 6.0 4.25e5 2.36e-4 5.56e-10 0.02
cC5 6.0 4.82e4 6.17e-6 1.28e-10 0.03

CRLO0499 hC5* 6.0 2.51e6 1.12e-3 4.48e-10 0.24
cC5 6.0 1.92e6 3.88e-3 2.02e-9 0.31

CRLO0500 hC5* 6.0 8.02¢6 1.519e-3 1.89e-10 1.06
cC5* 6.0 3.91e6 2.5e-3 6.41e-10 3.16

A 13, olF5eIH §3 auae] o

ﬁ
ol
2
i)
Mo
%

AAE SES 10 mg/kg o2 AmETs Aol A AR Ee ditr Folslt. MY =F" 7o 1
9 3t e] dFolg ARgESIth. olF5old EAte] oFEst 4AE ZHhe] FEE =
& Abgate] LC-MS 71k Astel o Sttt PK Z29dS & 6ol ®AskaL, FEvEHE
aH3ict.

E O AmETs %ol 10 ng/kge] AW ZF olF PR shebng

B tiz () | tmax (D) T AUC CL V (mL/kg) | F (%)
(ug/mL) | (h*ug/mL) | (mL/h/kg)

CRL0483 IV 139 1.33 324 47900 0.211 42.0
CRL0484 IV 125 1 382 43700 0.238 43.0
CRL0483 SC 103 20 238 46412 0.218 325 97
CRL0484 SC 75.9 24 161 32610 0.315 34.9 75
CRL0499 IV 170 211 299 53773 0.184 46.9
CRLO500 IV 239 0.167 351 51929 0.205 62.5
CRL0499 SC 220 32 146 58666 0.173 54.2 109
CRL0500 SC 209 32 161 61475 0.163 49.0 118

toih. olE Woldl YA AAS vEF HAe

ol

o|F5old 3 wudel val wolA YA ALL w4

#1200 YERh A
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[0210]

[0211]
[0212]

[0213]

ro

ol
o

SEQID
NO

CRL0952

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROAPGKEREEVS
AINWOKTATYADSVKGRETISRDNAKNSLYLOMNSLRAEDTAVYYCAAV
FRVVAPKTQYDYDYWGQGTLVTVSSGGGGAGGCGGCAGGGGSEVQLVESGG
GLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQEREEFVAGIGWSGGDT
LYADSVRGRETNSRDNSKNTLYLOMNSLRAEDTAVYYCAARQGQYIYSS
MRSDSYDYWGQGTLVTVSS

96

CRL0953

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWEFRQAPGKGL
EFVSTITSGGSAIYTDSVKGRETISRDNAKDSLYLOMNSLRAEDTAVYY
CAVRTRRYGSNLGEVPQENEYGYWGQGTLVTVSSGGGGAGGGGAGGGGS
EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROQAPGKEREEVS
ATINWQKTATYADSVKGRFTISRDNAKNSLYLOQMNSLRAEDTAVYYCAAV
FRVVAPKTQYDYDYWGQGTLVTVSS

97

CRL0954

EVQLVESGGGVVQAGDSLTLTCTAPVGTISDYGMGWFRQAPGKEREFVA
SISWGGMWTDYADSVKGRETISRDNDKNAVYLRMNSLNAEDTAVYYCGR
GRMYRGIGNSLAQPKSYGYWGQGTQVTVSSGGGGAGGGGAGGGGSEVQL
VESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFRQAPGKEREEFVSAINW
QOKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAVYYCAAVEFRVV
APKTQYDYDYWGQGTLVTVSS

98

CRL0955

EVQLVESGGGLVQAGGSLRLSCAASGRTFSGILSAYAVGWEFROAPGKER
EFVSTITSGGSTLSADSVKGRFTLSRDNAKDTVYLOMNSLKPEDTAVYY
CAVRTWPYGSNRGEVPTENEYGHWGQGTQVTVS SGGGGAGGGGAGGGGS
EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROQAPGKEREEFVS
ATINWQKTATYADSVKGREFTISRDNAKNSLYLOMNSLRAEDTAVYYCAAV
FRVVAPKTQYDYDYWGQGTLVTVSS

99

CRL0956

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFRQAPGKEREEVS
ATINWQKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAVYYCAAV
FRVVAPKTQYDYDYWGQGTLVTVSSGGGGAGGGGAGGGGSEVQLVESGG
GVVQAGDSLTLTCTAPVGTISDYGMGWFRQAPGKEREFVASI SWGGMWT
DYADSVKGRFTISRDNDKNAVYLRMNSLNAEDTAVYYCGRGRMYRGIGN
SLAQPKSYGYWGQGTQVTVSS

100

CRL0O957

EVQLVESGGGLVKPGGSLRLSCAASGRPVSNYAAAWFROQAPGKEREEVS
AINWQKTATYADSVKGRFTISRDNAKNSLYLOMNSLRAEDTAVYYCAAV
FRVVAPKTQYDYDYWGQGTLVTVSSGGGGAGGGGAGGGGSEVQLVESGG
GLVQAGGSLRLSCAASGRTFSGILSAYAVGWFRQAPGKEREEFVSTITSG
GSTLSADSVKGRFTLSRDNAKDTVYLOMNSLKPEDTAVYYCAVRTWPYG
SNRGEVPTENEYGHWGQGTQVTVSS

101

AAle 14, FEE FA Aqde] W3}

HAS042 (M G252

=
FE5S AAsEY. Hrtd EES E 139 A

2
re
1z
o)

M
et
i
=
=
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[0214]

[0215]

[0216]

[0217]

[0218]

ZIHSd 10-2025-0068795

E 13, 8% dde AdS Hsl AHgE HA.
QL€ Ad o]z
— 4] SEQ ID NO ﬁéigg%cs
)=] (e} g
TPP-3211 ggwﬂ =AI R E-08 ol e
g-C5 =l $l& (F-¢5H
TPP-3212 o) ( b0
TPP-3213 47 ¢ o
TPP-3214 GGGGS 104 o
TPP-3215 EAAAKEAAAKEAAAK 110 q
TPP-3216 PAPAP 111 o
TPP-3217 GGGGSPAPAP 112 q
TPP-3218 PAPAPGGGGS 113 o
TPP-3219 GSTSGKSSEGKG 114 o
TPP-3220 GGGDSGGGDS 115 q
TPP-3221 GGGESGGGES 116 o
TPP-3222 GGGGSGGGGS 105 o
TPP-3223 GGGDSGGGGS 117 o
TPP-3224 GGGASGGGGS 118 o
TPP-3225 GGGESGGGGS 119 q
TPP-3226 ASTKGP 120 o
TPP-3227 ASTKGPSVFPLAP 121 q
TPP-3228 GGGGGGGP 123 o
TPP-3229 GGGGGGGGP 321 o
TPP-3230 PAPNLLGGP 124 o
TPP-3231 PNLLGGP 323 o
TPP-3232 GGGGGG 125 q
TPP-3233 GGGGGGGGGGGG 126 o
TPP-3234 APELPGGP 127 q
TPP-3235 SEPQPQPG 128 q
TPP-1252 GGGGSGGGGSGGGGS 106 o
¥ 139 €AE 26709 FHEES WA, §F @9ds Iz 6 &ENIe A3 (£ 13- SH A3,
SHES A, 244 (HIC HPLC) H Z2lzAs (AAEF 2% 2388 &) H7isidiv. S8 24
o] 9§, HlLEIdS A%k (55 CAP 3 Aol ZIAN F, AF o]F5|H EAE FAEIGL. &M=
et s GEHS FARITE. 98-S pH 7.4904 AT (H]ekso] 3000). C5 B ¢FHl E U
of A3tE EE o|F5old #AE 47 &l di&] fARE X3 =E 7HH T (5-6 nl)
olFEold &3 WAL APy §8 HAMA £dS IAS: 28 T v AEs. dHolHE

14 A7F (5 (hC) 2 A|%:=EF2 (5 (cCh)ell Adsl=
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[0219]

[0220]

[0221]

[0222]

[0223]
[0224]

[0225]

=4 A% v

S & 1la-do EA)ET).

_48_

=

351 10-2025-0068795

CDROﬂ AA sl
ol A &

77kl
shglar, 159 pi-9f

= %8,
EHEEEE

I 14, C5 e olT 5ol Adte] w4t
A 9 pH ka (1/Ms) | ka(1/s) | Ko (M) Chi2

CRLO500 hC5 7.4 9.60e+06 | 4.91e-04 [ 512e-11| 0.24
CRLO500 cC5 74 3.74e+06 | 8.18e-04 [ 2.19e-10 | 0.01
CRL0952 hC5 7.4 1.01e+07 | 5.39e-04 | 5.36e-11| 027
CRL0952 cC5 7.4 3.53e+06 | 7.86e-04 | 2.23e-10 | 0.01
CRLO500 hC5 6.0 7.56e+06 | 1.04e-03 | 1.38e-10 | 0.54
CRLO0500 cC5 6.0 551e+06 | 4.10e-03 | 7.44e-10 | 0.07
CRL0952 hC5 6.0 5.84e+06 | 9.07e-04 | 1.55e-10 | 0.58
CRL0952 cC5 6.0 5.55e+06 | 3.99e-03 | 7.20e-10 | 0.06

H 155 ZeA%0(Plasbunin)’ 2 AlwET oFRwlo] Adel: (RLOS00 2 CRLO952 that 2

LA g}

E 15, A o]F 5ol Fqst

A or vl pH ka (1/Ms) | ka (1/8) | Ko (M) Chi2

CRL0O500 | Zg}~2m 7.4 3.70e06 | 3.46e-03 | 9.36e-10 | 0.30
CRLO500 | Zg}~2m 6.0 3.55e06 | 2.0e-03 | 5.63e-10| 0.17
CRL0952 | Zg~xm 7.4 3.98¢06 | 3.59¢-03 [ 9.01e-10 | 0.21
CRL0952 | Z&}~2iwl 6.0 3.23e06 | 2.10e-03 | 6.49e-10 | 0.10
CRLO0500 A 74 3.32¢06 | 1.26e-02 [ 3.78e-09 | 0.42
CRLO500 A 6.0 3.27e06 | 6.93e-03 | 2.12e-09 | 0.43
CRL0952 A 7.4 2.93e06 | 1.52e-02 | 5.19e-09 | 0.17
CRL0952 A= 6.0 3.03e06 | 7.55e-03 | 2.49e-09 | 0.22

e 15, &-C5 VHH =l pH-o]&4 A%

S ~E Y 270dS 3-C5 VHH X=H¢1 LCPO115, LCPO143, LCP0146 2 LCP0302¢] thdh =

. w3~ EdY i]i_e CDROlIA ZHzke] f1x]ell A A8t (Fe WE W 24

Expi293 A2 slgFEollA FEAA 7, pH-9)&4 Adtel dis] pH 7.4, 6.0 ¥ 5.59

FAZHE ] 9H WolA = pH-o]EA AdS YERIT.  olE RoJAE X 169



[0226]

[0227]

[0228]
[0229]

ZIHSd 10-2025-0068795

¥ 16. 3-C5 VHH =wQ1e] AbA-<173) 3| ~Eld 20w HolA].
FoT3
:;15“ S 2EY Wol A A

NSLKPEDTAVYYCAVRTRRHGSNLGEVPQENEYGYWGQGTQVT

LCPO115

B ol A]

CRLO0085 EVQLVESGGGLVQAGGSLRLSCAASGRTEFSGILSPYAVGWERQ
APGKGREFVSTITSGGSAIYTDSVKGREFTLSRDNAKDTVYLQOM 281
NSLKPEDTAVYYCHVRTRRYGSNLGEVPQENEYGYWGQGTQVT
VSS

CRLO0091 EVQLVESGGGLVQAGGSLRLSCAASGRTEFSGILSPYAVGWERQ
APGKGREFVSTITSGGSAIYTDSVKGREFTLSRDNAKDTVYLQM 282

PDDTAVYYCNVLLSRQINGAHVHWGQGTQVTVSS

LCP0143

W ol A

CRLO120 EVOLVESGGGLVQAGGSLRLSCAAPEMGATINVMAWY ROQAPGK
QRELVARLPHDNNIDYGDFAKGREFTISRDITRNTVYLOMNNLK 283
PDDTAVYYCNVLLSRQINGAYVHWGOGTQVTVSS

CRLO121 EVQLVESGGGLVQAGGSLRLSCAAPEMGATINVMAWY RQAPGK
QRELVARLPLHNNIDYGDFAKGRETISRDITRNTVYLOMNNLK 284
PDDTAVYYCNVLLSRQINGAYVHWGQGTQVTVSS

CRLO133 EVQLVESGGGLVQAGGSLRLSCAAPEMGATINVMAWY RQAPGK
QRELVARLPLDNNIDYGDFAKGREFTISRDITRNTVYLQMNNLK 285
PDDTAVYYCHVLLSRQINGAY VHWGQGTQVTVSS

CRLO135 EVOLVESGGGLVQAGGSLRLSCAAPEMGATINVMAWY RQAPGK
QRELVARLPLDNNIDYGDFAKGREFTISRDITRNTVYLOMNNLK 286
PDDTAVYYCNVHLSRQINGAYVHWGQGTQVTVSS

CRLO144 EVQLVESGGGLVQAGGSLRLSCAAPEMGATINVMAWY RQAPGK
QRELVARLPLDNNIDYGDFAKGREFTISRDITRNTVYLOMNNLK 287

KPEDTAVYYCAARQGQHIYSSMRSDSYDYWGQGTQVTVSS

LCP0146

Hol A

CRLO0O149 EVOLVESGGGLVOAGGSLRLSCAASGRHFSDYAMAWERQAPGK
EREFVAGIGWSGGDTLYADSVRGREFTNSKDNAKNRMSLOMNSL 288
KPEDTAVYYCAARQGQY IYSSMRSDSYDYWGQGTQVTVSS

CRLO150 EVOLVESGGGLVOAGGSLRLSCAASGRAHSDYAMAWEROAPGK
EREFVAGIGWSGGDTLYADSVRGREFTNSKDNAKNRMSLOMNSL 289
KPEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTQVTVSS

CRLO166 EVQLVESGGGLVQAGGSLRLSCAASGRAFSDYAMAWFRQAPGK
EREFVAGIGWSGGDTHYADSVRGREFTNSKDNAKNRMSLOMNSL 290
KPEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTQVTVSS

CRLO180 EVQLVESGGGLVQAGGSLRLSCAASGRAFSDYAMAWFRQAPGK
EREFVAGIGWSGGDTLYADSVRGREFTNSKDNAKNRMSLOMNSL 291

LCP0302
ol A
CRL0623 EVQLVESGGGLVQAGGSLRLSCAASGRTEFSGILSHYAVGWERQ
APGKEREFVSTITSGGSTLSADSVKGRFTLSRDNAKDTVYLOM
NSLKPEDTAVYYCAVRTWPYGSNRGEVPTENEYGHWGQGTQVT 292
VSS
pli-9]&4 Agtel dhal el a=s

EH = iy =
& 179 Yehdiglth, olE BoJAlE AES MAlA pH-o|EA 2

9 12bol] EAIEFIT).
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[0230]

[0231]

[0232]
[0233]

[0234]

¥ 17: Q17+3} =05 VHH =vle] s|=Ed 27d 3 oA

ZIHSd 10-2025-0068795

LCPO115
3 WA

CRL0282

LCP0146
Z3 HolA

EVQLVESGGGLVQPGGSLRLSCAASGRTFSGILSPYAVGWFRQAPGKG
LEFVSTITSGGSAIYTDSVKGREFTISRDNAKNSLY LOMNSLRAEDTAV
YYCAVRTRRHGSNLGEVPQENEYGYWGQGTLVTVSS

293

CRL0303

EVOLVESGGGLVQPGGSLRLSCAASGRHFSDYAMAWFRQAPGQEREFV
AGIGWSGGDTLYADSVRGREFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQYIYSSMRSDSYDYWGQGTLVTVSS

CRL0304

EVQLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQEREEV
AGIGWSGGDTLYADSVRGRETISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQYIYSSMRSDSYDYWGQGTLVTVSS

10

CRL0305

EVOLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFROQAPGQEREFV
AGIGWSGGDTHYADSVRGREFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQYIYSSMRSDSYDYWGQGTLVTVSS

294

CRL0306

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPGQEREEV
AGIGWSGGDTLYADSVRGRETISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQHIYSSMRSDSYDYWGQGTLVTVSS

CRL0307

EVOLVESGGGLVQPGGSLRLSCAASGRHHSDYAMAWFRQAPGQEREFV
AGIGWSGGDTLYADSVRGREFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQYIYSSMRSDSYDYWGQGTLVTVSS

12

CRL0308

EVQLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQEREEV
AGIGWSGGDTHYADSVRGRETISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQYIYSSMRSDSYDYWGQGTLVTVSS

296

CRL0309

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPGQEREEV
AGIGWSGGDTHYADSVRGREFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQHIYSSMRSDSYDYWGQGTLVTVSS

297

CRLO0310

EVOLVESGGGLVQPGGSLRLSCAASGRHFSDYAMAWFRQAPGQEREFV
AGIGWSGGDTHYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQYIYSSMRSDSYDYWGQGTLVTVSS

298

CRLO311

EVQLVESGGGLVQPGGSLRLSCAASGRHFSDYAMAWFRQAPGQEREEV
AGIGWSGGDTLYADSVRGRETISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQHIYSSMRSDSYDYWGQGTLVTVSS

299

CRLO0312

EVOLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQEREFV
AGIGWSGGDTHYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQYIYSSMRSDSYDYWGQGTLVTVSS

296

CRL0313

EVQLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQEREEV
AGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGOHIYSSMRSDSYDYWGQGTLVTVSS

300

CRLO0O314

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAPGQEREEV
AGIGWSGGDTHYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQHIYSSMRSDSYDYWGQGTLVTVSS

297

CRLO0315

EVQLVESGGGLVQPGGSLRLSCAASGRHHSDYAMAWFRQAPGQEREFV
AGIGWSGGDTHYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQYTIYSSMRSDSYDYWGQGTLVTVSS

301

CRLO316

EVQLVESGGGLVQPGGSLRLSCAASGRHHSDYAMAWFRQAPGQEREEV
AGIGWSGGDTLYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGQHIYSSMRSDSYDYWGQGTLVTVSS

302

CRL0317

EVQLVESGGGLVQPGGSLRLSCAASGRAHSDYAMAWFRQAPGQEREEV
AGIGWSGGDTHYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGOHIYSSMRSDSYDYWGQGTLVTVSS

303

CRL0318

EVQLVESGGGLVQPGGSLRLSCAASGRHFSDYAMAWFRQAPGQEREEV
AGIGWSGGDTHYADSVRGRFTISRDNSKNTLYLOMNSLRAEDTAVYYC
AARQGOHIYSSMRSDSYDYWGQGTLVTVSS

304
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AAE olFFOH BAE FAel AL ZAAL Fol 374 Fol# HEel A7 BY AVUS FAse] ¥
Qo SESYh. ol WA AolF vush] sl A% BY Ayl el Y ANEE FEERA
g, olFEolA FHAE AU AW A A oIRA (GS): (MDAENE:106)2 A

pul

G N-TE Ee CEE - A mE A3 AdelA Hrsklah. Aoldk wjdke] Aoldk (5

VHH | ole] thal]
[0235] E 8 F-C5/FF-LR o]FEolAe HA Aol % widF WolAe Mg
B3 Aa SEQ

ID NO

CRL0248 EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWE
ROAPGKGLEEFVSTITSGGSAIYTDSVKGREFTISRDNAKNSL
YLOMNSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWG
QGTLVTVSSGGGGSGGGGSGGGGSEVQLLESGGGLVQPGGS 305
LRLSCAASGFTFRSFGMSWVRQAPGKGPEWVSSISGSGSDT
LYADSVKGREFTISRDNSKNTLYLOMNSLRPEDTAVYYCTIG
GSLSRSSQGTLVTVSS

CRL0249 EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWE
ROAPGKGLEFVSTITSGGSAIYTDSVKGRETISRDNAKNSL
YLOMNSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWG
QGTLVTVSSGGGGSGGGGSGGGGSGGGGSEVQLLESGGGLV 306
QPGGSLRLSCAASGFTFRSFGMSWVRQAPGKGPEWVSSISG
SGSDTLYADSVKGREFTISRDNSKNTLY LOMNSLRPEDTAVY
YCTIGGSLSRSSQGTLVTVSS

CRL0250 EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWE
ROAPGKGLEEVSTITSGGSAIYTDSVKGRETISRDNAKNSL
YLOMNSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWG
QGTLVTVSSGGGGSGGGGSGGGGSGGGGSGGGGSEVQLLES 307
GGGLVQPGGSLRLSCAASGEFTFRSFGMSWVRQAPGKGPEWV
SSISGSGSDTLYADSVKGRETISRDNSKNTLYLOQMNSLRPE
DTAVYYCTIGGSLSRSSQGTLVTVSS

CRLO0251 EVQLVESGGGLVQPGGSLRLSCAASGRTEFSGILSPYAVGWE
ROAPGKGLEEFVSTITSGGSAIYTDSVKGREFTISRDNAKNSL
YLOMNSLRAEDTAVYYCAVRTRRYGSNLGEVPQENEYGYWG
QGTLVTVSSGGGGSGGGGSGGGEGSGGGGSGGGGSGGGGSEV 308
QLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAPGK
GPEWVSSISGSGSDTLYADSVKGREFTISRDNSKNTLYLOMN
SLRPEDTAVYYCTIGGSLSRSSQGTLVTVSS

CRL0254 EVQLLESGGGLVQPGGSLRLSCAASGEFTFRSFGMSWVRQAP
GKGPEWVSSISGSGSDTLYADSVKGREFTISRDNSKNTLYLQ
MNSLRPEDTAVYYCTIGGSLSRSSQGTLVTVSSGGGGSGGG
GSGGGGSEVQLVESGGGLVQPGGSLRLSCAASGRTFEFSGILS 309
PYAVGWFRQAPGKGLEFVSTITSGGSAIYTDSVKGREFTISR
DNAKNSLYLOMNSLRAEDTAVYYCAVRTRRYGSNLGEVPQE
NEYGYWGQGTLVTVSS

[0236]

_51_



[0237]

CRLO0255

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAP
GKGPEWVSSISGSGSDTLYADSVKGRETISRDNSKNTLYLQ
MNSLRPEDTAVYYCTIGGSLSRSSQGTLVTVSSGGGGSGGG
GSGGGGSGGGGSEVQLVESGGGLVQPGGSLRLSCAASGRTE
SGILSPYAVGWFRQAPGKGLEFVSTITSGGSAIYTDSVKGR
FTISRDNAKNSLYLOMNSLRAEDTAVYYCAVRTRRYGSNLG
EVPOQENEYGYWGQGTLVTVSS

310

CRL0256

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAP
GKGPEWVSSISGSGSDTLYADSVKGRETISRDNSKNTLYLQ
MNSLRPEDTAVYYCTIGGSLSRSSQGTLVTVSSGGGGSGGG
GSGGGGSGGGGSGGGGSEVQLVESGGGLVQPGGSLRLSCAA
SGRTFSGILSPYAVGWFRQAPGKGLEFVSTITSGGSATIYTD
SVKGRFTISRDNAKNSLYLOMNSLRAEDTAVYYCAVRTRRY
GSNLGEVPQENEYGYWGQGTLVTVSS

311

CRLO0257

EVQLLESGGGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAP
GKGPEWVSSISGSGSDTLYADSVKGRETISRDNSKNTLYLQ
MNSLRPEDTAVYYCTIGGSLSRSSQGTLVTVSSGGGGSGGG
GSGGGGSGGGGSGGGGSGGGGSEVQLVESGGGLVQPGGSLR
LSCAASGRTFSGILSPYAVGWEFRQAPGKGLEFVSTITSGGS
ATYTDSVKGRFTISRDNAKNSLY LQMNSLRAEDTAVYYCAV
RTRRYGSNLGEVPQENEYGYWGQGTLVTVSS

312

CRL0272

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAP
GQEREFVAGIGWSGGDTLYADSVRGRETISRDNSKNTLYLQ
MNSLRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVT
VSSGGGGSGGGGSGGGGSEVQLLESGGGLVQPGGSLRLSCA
ASGFTFRSFGMSWVRQAPGKGPEWVSSISGSGSDTLYADSV
KGRETISRDNSKNTLYLQMNSLRPEDTAVYYCTIGGSLSRS
SQGTLVTVSS

313

CRLO0273

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAP
GQEREFVAGIGWSGGDTLYADSVRGRETISRDNSKNTLYLQ
MNSLRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVT
VS SGGGGSGGGGSGEGGSGGGGSEVQLLESGGGLVQPGGSL
RLSCAASGFTFRSFGMSWVRQAPGKGPEWVSSISGSGSDTL
YADSVKGRETISRDNSKNTLYLOMNSLRPEDTAVYYCTIGG
SLSRSSQGTLVTVSS

314

CRL0274

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWEFRQAP
GQEREFVAGIGWSGGDTLYADSVRGRETISRDNSKNTLYLQ
MNSLRAEDTAVYYCAARQGQYTIYSSMRSDSYDYWGQGTLVT
VSSGGGGSGGGGSGGGGSGGGGSGGGGSEVQLLESGGGLVQ
PGGSLRLSCAASGEFTFRSFGMSWVRQAPGKGPEWVSSISGS
GSDTLYADSVKGRFTISRDNSKNTLYLOQMNSLRPEDTAVYY
CTIGGSLSRSSQGTLVTVSS

CRLO0275

EVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAMAWFRQAP
GQEREFVAGIGWSGGDTLYADSVRGRETISRDNSKNTLYLQ
MNSLRAEDTAVYYCAARQGQYIYSSMRSDSYDYWGQGTLVT
VSSGGGGSGGGGSGGGEGESGGEGSGGGGSGGGGSEVQLLESG
GGLVQPGGSLRLSCAASGFTFRSFGMSWVRQAPGKGPEWVS
SISGSGSDTLYADSVKGRETISRDNSNTLYLOMNSLRPEDT
AVYYCTIGGSLSRSSQGTLVTVSS

316

_52_

ZIHSd 10-2025-0068795



[0238]
[0239]

[0240]

[0241]

[0242]

[0243]

[0244]

[0245]

[0246]

CRL0278 EVQLLESGGGLVQPGGSLRLSCAASGEFTFRSFGMSWVRQAP
GKGPEWVSSISGSGSDTLYADSVKGREFTISRDNSKNTLYLQ
MNSLRPEDTAVYYCTIGGSLSRSSQGTLVITVSSGGGGSGGG
GSGGGGSEVQLVESGGGLVQPGGSLRLSCAASGRAFSDYAM
AWFRQAPGQEREFVAGIGWSGGDTLYADSVRGRFTISRDNS
KNTLYLOMNSLRAEDTAVYYCAARQGQYIYSSMRSDSYDYW
GQGTLVTVSS

317

CRL0279 EVQLLESGGGLVQPGGSLRLSCAASGEFTFRSFGMSWVRQAP
GKGPEWVSSISGSGSDTLYADSVKGRETISRDNSKNTLYLQ
MNSLRPEDTAVYYCTIGGSLSRSSQGTLVTVSSGGGGIGGG
GSGGGGSGGGGSEVQLVESGGGLVQPGGSLRLSCAASGRAF
SDYAMAWFRQAPGQEREFVAGIGWSGGDTLYADSVRGRETI
SRDNSKNTLYLOMNSLRAEDTAVYYCAARQGQYTIYSSMRSD
SYDYWGQGTLVTVSS

318

CRL0280 EVQLLESGGGLVQPGGSLRLSCAASGEFTFRSFGMSWVRQAP
GKGPEWVSSISGSGSDTLYADSVKGRFTISRDNSKNTLYLQ
MNSLRPEDTAVYYCTIGGSLSRSSQGTLVIVSSGGGGSGGG
GSGGGGSGGGGSGGGGSEVQLVESGGGLVQPGGSLRLSCAA
SGRAFSDYAMAWFRQAPGQEREFVAGIGWSGGDTLYADSVR
GREFTISRDNSKNTLYLOMNSLRAEDTAVYYCAARQGQYTIYS
SMRSDSYDYWGQGTLVTVSS

319

CRL0281 EVQLLESGGGLVQPGGSLRLSCAASGEFTFRSFGMSWVRQAP
GKGPEWVSSISGSGSDTLYADSVKGREFTISRDNSKNTLYLQ
MNSLRPEDTAVYYCTIGGSLSRSSQGTLVTVSSGGGGSGGG
GSGGGGSGGGGSGGGGSGGGGSEVQLVESGGGLVQPGGSLR
LSCAASGRAFSDYAMAWFRQAPGQEREFVAGIGWSGGDTLY
ADSVRGRETISRDNSKNTLYLOMNSLRAEDTAVYYCAARQG
QYTIYSSMRSDSYDYWGQGTLVTVSS

320

3] 3

)
N
ol

-C5 VHH =wQl& 271A] Abolgt a-<dHwl
E FEES HEK293F A EZoA WA 7|2, vkl
AE |8 AAdA AlFsta, A5 & 3a-ddl &

47}A] o|FEo]A Bz} (CRL0483, CRLO484, CRLO499 2 CRLO500E A @ 7) o
9= wjztl. CRLO483, CRLO484, CRLO499 X CRLO5009 thall <1zt C594e] Azte] st Hlolzo] %13}
4717 olF 5ol EAE A&

< % 109 YERSla, 715 H/ME = 5, 6 E 79 EASY. olE
dzololl A A oFEsts dArolA Frhssint.

AA 6 17, olFEo|H §F BAke] oFEeta w4

4 g3 BAE pli-elEA Aol AAY E glo]
=

4 A4g e 3

=

i=2e}

=361 10-2025-0068795

AAE WAL 10 mg/kglZ A=BT2 Aol AUz £E vz F43dn. Y EFF Fo 1
F9 3vtelel YgolE AgSIRT. olFEeH Bxe ekFehe Zzke] FEHE is) SolHel AA
H=E ARgste] LC-MS 71wk A=Fst A os) FAsdvt. PK 223U = 6a 2 6bell =AleklaL, et
HlElE 3 2000 7]A skl
E 20, AesET2 YFoldA 10 mg/kgel AlE E# o|F PK gzhvlE

/‘] ?:q' %%‘ t12 tmax Cmax AUC CL A\ F

h h pg/mL | h*ug/mL | mL/h/kg | mL/kg %

CRL0483 IV 139 1.33 324 47900 0.211 42.0

CRL0484 IV 125 1 382 43700 0.238 43.0

CRL0483 SC 103 20 238 46412 0.218 32.5 97

CRL0484 SC 75.9 24 161 32610 0.315 349 75

CRL0499 IV 170 2.11 299 53773 0.184 46.9

CRLO0500 IV 239 0.167 351 51929 0.205 62.5

CRL0499 SC 220 32 146 58666 0.173 54.2 109

CRL0500 SC 209 32 161 61475 0.163 49.0 118
2 A gl vhFe A ]%kﬁﬂi ZIABHAIRE, M 2 Wgo] dojd Adoe] #A V|EEoke v|EA oA W
3 glelth, uwlebd, ARE ATIFS oY@ RE Tl MES U= oz ouant. =, 2AdA
AR A A ES 51131{ 545 98 Roln | VAlE s AdsteE Aoz yetEojAE <kHE
2ol 7w Zhzhe] AAISEH = WHE A EoEA] GEvhd doje] e AAYE T AAGEHET 23
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<120> POLYPEPTIDES THAT BIND COMPLEMENT COMPONENT C5 OR SERUM ALBUMIN
AND FUSION PROTEINS THEREOF

<110> ALEXION PHARMACEUTICALS, INC.

SEQUENCE LISTING
<130> 51196-005KR2
<150> US 62/531,215
<151> 2017-07-11

-
<160> 327



<170> PatentIn
<210> 1

<211> 126
<212> PRT

<213>

version 3.5

Artificial Sequence

<220><223> Synthetic Construct

<400> 1
Glu Val GIn Leu
1

Ser Leu Arg Leu
20
Ala Met Ala Trp
35
Ala Gly Ile Gly
50
Arg Gly Arg Phe

65

Leu Gln Met Asn

Ala Ala Arg Gln
100
Tyr Asp Tyr Trp
115
<210> 2
<211> 126
<212> PRT

<213>

SIHEdl

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

5 10

Ser Cys Ala Ala Ser Gly Arg Ala Phe Ser

25 30

Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu

40 45

Trp Ser Gly Gly Asp Thr Leu Tyr Ala Asp

55 60

Thr Asn Ser Arg Asp Asn Ser Lys Asn Thr

70 75

Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr

85 90
Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser

105 110

Gly Gln Gly Thr Leu Val Thr Val Ser Ser

120 125

Artificial Sequence

<220><223> Synthetic Construct

<400> 2

15

Asp

Phe

Ser

Leu

Tyr
95

Asp

Tyr

Val

Val

Tyr

80

Cys

Ser

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 Gly Arg Ala Phe Ser Asp Tyr

_76_

10-2025-0068795



20 25
Ala Met Ala Trp Phe Arg Gln Ala Pro
35 40
Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55

Arg Gly Arg Phe Thr Ile Ser Arg Asp

65 70
Leu Gln Met Asn Ser Leu Arg Ala Glu
85

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr
100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

115 120

<210> 3

<211> 126

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 3

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro
35 40

Ala Gly Ile Gly Trp Ser Gly Gly Asp

50 55

Arg Gly Arg Phe Thr Ile Ser Arg Asp

65 70

Leu GIn Met Asn Ser Leu Arg Ala Glu
85

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr

Gly Gln Glu

Thr Leu Tyr
60

Asn Ala Lys

75
Asp Thr Ala
90

Ser Ser Met

Val Thr Val

Gly Leu Val
10

Gly Arg Ala

Gly Gln Glu

Thr Leu Tyr

60

Asn Ser Lys
75

Asp Thr Ala

90

Ser Ser Met

30
Arg Glu Phe Val
45

Ala Asp Ser Val

Asn Thr Leu Tyr

80
Val Tyr Tyr Cys
95
Arg Ser Asp Ser
110
Ser Ser

125

Gln Pro Gly Gly
15
Phe Ser Asp Tyr
30
Arg Glu Phe Val
45

Ala Asp Ser Val

Asn Thr Met Tyr

80

Val Tyr Tyr Cys
95

Arg Ser Asp Ser
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100

105

SIS

110

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

115

<210> 4
<211> 126
<212> PRT

<213>

120

Artificial Sequence

<220><223> Synthetic Construct

<400> 4
Glu Val Gln Leu
1
Ser Leu Arg Leu
20
Ala Met Ala Trp
35

Ala Gly Ile Gly

50
Arg Gly Arg Phe
65

Leu Gln Met Asn

Ala Ala Arg Gln
100

Tyr Asp Tyr Trp

115
<210> 5
<211> 132
<212> PRT

<213>

Val Glu Ser Gly Gly
5
Ser Cys Ala Ala Ser
25
Phe Arg Gln Ala Pro
40

Trp Ser Gly Gly Asp

95
Thr Ile Ser Arg Asp
70
Ser Leu Arg Ala Glu
85
Gly Gln Tyr Ile Tyr
105

Gly Gln Gly Thr Leu

120

Artificial Sequence

<220><223> Synthetic Construct

<400> 5

125

Gly Leu Val Gln Pro Gly Gly

10 15

Gly Arg Ala Phe Ser Asp Tyr

30

Gly Gln Gly Leu Glu Phe Val

45

Thr Leu Tyr Ala Asp Ser Val

60

Asn Ser Lys Asn Thr Leu Tyr

75 80

Asp Thr Ala Val Tyr Tyr Cys

90 95

Ser Ser Met Arg Ser Asp Ser

110

Val Thr Val Ser Ser

125

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

_78_
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1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

Leu Ser Pro Tyr Ala Val Gly Trp Phe

35 40

Leu Glu Phe Val Ser Thr Ile Thr Ser

50 55

—
@

Asp Ser Val Lys Gly Arg Phe Thr

65 70

Ser Leu Tyr Leu Gln Met Asn Ser Leu
85

Tyr Tyr Cys Ala Val Arg Thr Arg Arg

100 105

Val Pro Gln Glu Asn Glu Tyr Gly Tyr
115 120
Thr Val Ser Ser
130
<210> 6
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 6
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Leu Ser Pro Tyr Ala Val Gly Trp Phe
35 40
Leu Glu Phe Val Ser Thr Ile Thr Ser
50 95

Asp Ser Val Lys Gly Arg Phe Thr Ile

10 15

Gly Arg Thr Phe Ser Gly Ile
30

Arg Gln Ala Pro Gly Lys Gly

45

Gly Gly Ser Ala Ile Tyr Thr
60
Ser Arg Asp Asn Ala Lys Asp
75 80
Arg Ala Glu Asp Thr Ala Val
90 95
Tyr Gly Ser Asn Leu Gly Glu

110

Trp Gly Gln Gly Thr Leu Val

125

Gly Leu Val Gln Pro Gly Gly
10 15
Gly Arg Thr Phe Ser Gly Ile

30

Arg Gln Ala Pro Gly Lys Gly
45
Gly Gly Ser Ala Ile Tyr Thr
60

Ser Arg Asp Asn Ala Lys Asn

_79_
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65 70 75 80
Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val

85 90 95

Tyr Tyr Cys Ala Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu
100 105 110
Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val
115 120 125
Thr Val Ser Ser
130
<210> 7
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 7
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 Gly Arg Thr Phe Ser Gly Ile
20 25 30
Leu Ser Pro Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Lys Gly
35 40 45
Leu Glu Phe Val Ser Thr Ile Thr Ser Gly Gly Ser Ala Ile Tyr Thr
50 55 60
Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn

65 70 75 80

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

Thr Val Ser Ser

_80_
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130
<210> 8
<211> 132
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 8

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 Gly Arg Thr Phe Ser Gly Ile

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

50 95 60

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

115 120 125

Thr Val Ser Ser
130
<210> 9
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 9

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

_81_

SIHS31 10-2025-0068795



1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro

35 40

Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu Gln Met Asn Ser Leu Arg Ala Glu
85
Ala Ala Arg Gln Gly Gln Tyr Ile Tyr

100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
115 120

<210> 10

<211> 126

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 10

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro

35 40
Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70

Leu GIn Met Asn Ser Leu Arg Ala Glu

10

Gly Arg His

Gly Gln Glu

Thr Leu Tyr
60
Asn Ser Lys
75
Asp Thr Ala
90

Ser Ser Met

Val Thr Val

Gly Leu Val
10

Gly Arg Ala

Gly Gln Glu

Thr Leu Tyr

60

Asn Ser Lys
75

Asp Thr Ala

15
Phe Ser Asp Tyr
30
Arg Glu Phe Val

45

Ala Asp Ser Val

Asn Thr Leu Tyr

80

Val Tyr Tyr Cys
95

Arg Ser Asp Ser

110

Ser Ser

125

Gln Pro Gly Gly
15
His Ser Asp Tyr
30

Arg Glu Phe Val

45

=
o

Asp Ser Val

Asn Thr Leu Tyr
30

Val Tyr Tyr Cys
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Ala Ala Arg Gln

100
Tyr Asp Tyr Trp
115
<210> 11
<211> 126

<212> PRT

SIS

85 90 95

Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser

105 110
Gly Gln Gly Thr Leu Val Thr Val Ser Ser

120 125

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 11

Glu Val Gln Leu
1

Ser Leu Arg Leu

20

Ala Met Ala Trp
35
Ala Gly Ile Gly
50
Arg Gly Arg Phe
65

Leu Gln Met Asn

Ala Ala Arg Gln

100

Tyr Asp Tyr Trp
115

<210> 12

<211> 126

<212> PRT

<213>

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

5 10 15

Ser Cys Ala Ala Ser Gly Arg Ala His Ser Asp Tyr

25 30

Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu Phe Val

40 45

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

55 60

Thr Asn Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

70 75 80

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

85 90 95

Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser

105 110

Gly Gln Gly Thr Leu Val Thr Val Ser Ser

120 125

Artificial Sequence

<220><223> Synthetic Construct

_83_

10-2025-0068795



<400> 12
Glu Val GIn Leu
1

Ser Leu Arg Leu

20
Ala Met Ala Trp

35

Ala Gly Ile Gly Trp Ser

50
Arg Gly Arg Phe
65

Leu Gln Met Asn

Ala Ala Arg Gln
100
Tyr Asp Tyr Trp
115
<210> 13
<211> 10

<212> PRT

Ser Cys Ala Ala Ser

10

25

Phe Arg Gln Ala Pro Gly

40
Gly Gly Asp Thr
55

Ser Arg Asp Asn

Ser Leu Arg Ala Glu Asp

90

Gly Gln Tyr Ile Tyr Ser

105

Gly Gln Gly Thr Leu Val

120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 13

Gly Arg Ala Phe Ser Asp Tyr Ala Met Ala

1

<210> 14
<211> 14

<212> PRT

10

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 14

Gln

Leu

Ser

75

Thr

Ser

Thr

Gly Arg His His Ser

30
Glu Arg Glu
45
Tyr Ala Asp
60

Lys Asn Thr

Ala Val Tyr

Met Arg Ser
110
Val Ser Ser

125

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

_84_

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

15

Asp Tyr

Phe Val

Ser Val

Leu Tyr

80

Tyr Cys

95

Asp Ser
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1 5 10
<210> 15

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 15

Gly Arg His Phe Ser Asp Tyr Ala Met Ala
1 5 10
<210> 16

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 16

Gly Arg Ala His Ser Asp Tyr Ala Met Ala
1 5 10
<210> 17

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 17

Gly Arg His His Ser Asp Tyr Ala Met Ala
1 5 10
<210> 18

<211> 17

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 18

Gly Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr Ala Asp Ser Val Arg

1 5 10

_85_
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<210> 19

<211> 16

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 19

Thr Ile Thr Ser Gly Gly Ser Ala Ile Tyr Thr Asp Ser Val Lys Gly
1 5 10 15
<210> 20

<211> 19

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 20

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser
1 5 10 15

Tyr Asp Tyr

<210> 21
<211> 22
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 21
Ala Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu Val Pro Gln
1 5 10 15
Glu Asn Glu Tyr Gly Tyr
20
<210> 22
<211> 127
<212> PRT

<213> Artificial Sequence

_86_
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<220><223> Synthetic Construct
<400> 22
GIn Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

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

65 70 75 80

Leu Gln Met Asn Ser Leu Thr Pro Glu Asp Thr Ala Val Tyr Phe Cys
85 90 95
Ala Thr Gly Asn Arg Tyr Ser Asp Tyr Arg Ile Ser Leu Val Thr Pro
100 105 110
Ser Gln Tyr Glu Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser
115 120 125
<210> 23
<211> 124
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 23

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

50 55 60

_87_



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

65 70 75 80
Leu GIn Met His Ser Leu Lys Pro Glu Asp Ser Ala Ile Tyr Tyr Cys
85 90 95
Ala Ala Lys Arg Gly Gly Arg Pro Thr Asp Ser Ser Asp Asp Tyr Phe
100 105 110
Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 24
<211> 123
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 24

GIn Val Gln Leu Asn Glu Ser Gly Gly Gly Met Val Gln Ala Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Thr Val Ser Asn Tyr

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

50 55 60

Gly Arg Phe Ile Ile Ser Arg Glu Tyr Ala Lys Asn Thr Val Ala Leu
65 70 75 80

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Ala

85 90 95
Ala Val Phe Arg Ile Val Ala Pro Lys Thr Gln Tyr Glu Tyr Asp Tyr
100 105 110
Trp Gly GIn Gly Thr Gln Val Thr Val Ser Ser
115 120

<210> 25

_88_
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<211> 123

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 25

GIn Val Gln Leu Ile Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

Ser Leu Gly Leu Ser Cys Ala Ala Ser Gly Arg Pro Val Ser Asn Tyr

20 25 30

Ala Ala Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val

35 40 45

Ala Ala Ile Asn Trp Asn Lys Thr Ala Thr Tyr Ala Asp Ser Val Lys

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

Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser

115 120

<210> 26

<211> 123

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 26

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

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Pro Val Ser Asn Tyr
20 25 30

Ala Ala Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val
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35

40

Ser Ala Ile Asn Trp Gln Lys Thr Ala

50

55

Gly Arg Phe Thr Ile Ser Arg Asp Asn

65

70

GIn Met Asn Ser Leu Arg Ala Glu Asp

85

Ala Val Phe Arg Val Val Ala Pro Lys

100

105

Trp Gly Gln Gly Thr Leu Val Thr Val

115

<210> 27
<211> 123
<212> PRT

<213>

120

Artificial Sequence

<220><223> Synthetic Construct

<400> 27

GIn Val Gln Leu Val Glu Ser Gly Gly

1
Ser Leu Arg Leu
20
Ala Ile Gly Trp
35

Ala Arg Val Ser

50
Lys Gly Arg Phe
65

Leu GIn Met Asn

Ala Ala Asp Ser
100

Trp Gly Glu Gly

5

Ser

Cys Ala Ala Ser

25

Phe Arg Gln Ala Pro

Thr

Thr

Ser

85

Tyr

Thr

40

Ile Ala Gly Asp

55
Ile Ser Arg Asp
70

Leu Lys Pro Glu

Asn Val Arg Leu
105

GIn Val Thr Val

Thr

Thr
90

Thr

Ser

Thr

Asn

Asp

90

Val

Ser

45

Tyr Ala Asp Ser Val Lys

60
Lys Asn Ser Leu Tyr Leu
75 80
Ala Val Tyr Tyr Cys Ala
95
Gln Tyr Asp Tyr Asp Tyr
110

Ser

Leu Val Gln Ala Gly Gly
15
Arg Thr Phe Ser Ser Tyr
30
Lys Ala Arg Glu Phe Val
45

Asp Tyr Ala Asp Ser Val

60
Ala Lys Asn Thr Val Tyr
75 80
Thr Ala Val Tyr Tyr Cys
95
Thr Gly Glu Ala Asp Tyr
110

Ser

_90_
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<210>
<211>
<212>

<213>

115 120

28
123
PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

28

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

1

5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Thr Phe Ser Ser Tyr

20 25 30

Ala Ile Gly Trp Phe Arg Gln Ala Pro Gly Lys Ala Arg Glu Phe Val

35 40 45

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

50

55 60

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

65

70 75 80

Leu Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Ala Ala Asp Ser Tyr Asn Val Arg Leu Gly Thr Gly Glu Ala Asp Tyr

100 105 110

Trp Gly Glu Gly Thr Gln Val Thr Val Ser Ser

<210>

<211>

<212>

<213>

115 120

29
123
PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

29

Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Asp

1

5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asn Tyr
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20 25
Ala Ile Gly Trp Phe Arg Gln Ala Pro
35 40

Ala Arg Val Ser Thr Ile Ala Gly Asp

50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp

65 70

Leu GIn Met Asn Ser Leu Lys Pro Asp

85

Ala Ala Glu Ser Tyr Asn Val Arg Leu
100 105

Trp Gly Glu Gly Thr Gln Val Thr Val

115 120

<210> 30

<211> 127

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 30

GIn Val Arg Leu Ala Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Val Ala Ser

20 25

Ala Ala Gly Trp Phe Arg Glu Ala Ser

35 40

Ala Ser Ile Ser Trp Ser Gly Asn Tyr

50 55
Lys Gly Arg Phe Thr Ile Ser Glu Asp

65 70

30
Gly Lys Ala Arg Glu Phe Val
45

Thr Asp Tyr Ala Asn Ala Val

60
Asn Ala Lys Asn Thr Val Tyr
75 80
Asp Thr Ala Val Tyr Tyr Cys
90 95
Val Thr Gly Glu Ala Asp Tyr
110

Ser Ser

Gly Arg Val Gln Ala Gly Glu
10 15
Gly Arg Thr Phe Ser Asn Asp
30
Gly Lys Glu Arg Glu Phe Val
45

Thr Tyr Tyr Ala Asp Ser Val

60
Asn Val Lys Asn Thr Val Tyr

75 80

Leu Gln Met Thr Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys

85

Ala Ala Gly Asn Arg Tyr Ser Asp Tyr

90 95

Arg Ile Ser Leu Val Thr Pro
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100

Arg Leu Tyr Glu Tyr Trp Gly Gln

115 120
<210> 31
<211> 127
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 31
Gln Val Gln Leu Val Glu Ser Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala

20

Ala Ala Gly Trp Phe Arg Gln Ala

35 40

Ala Ala Ile Ser Trp Ser Gly Asn
50 95
Lys Gly Arg Phe Thr Ile Ser Ser
65 70
Leu GIn Met Asn Ser Leu Lys Pro
85
Ala Ala Gly Asn Arg Tyr Ser Asp
100

Ser Gln Tyr Glu Tyr Trp Gly Gln
115 120

<210> 32

<211> 127

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 32

GIn Val Gln Leu Val Glu Ser Gly

105 110

Gly Thr Gln Val Thr Val Ser

125

Gly Gly Leu Val Gln Ala Gly Gly
10 15

Ser Gly Arg Thr Phe Ser Ser Asp

25 30

Ser Gly Lys Glu Arg Glu Phe Val

45

Tyr Thr Tyr Ser Ala Asp Ser Val
60
Asp Asn Val Lys Asn Thr Val Tyr
75 80
Glu Asp Thr Ala Val Tyr Leu Cys
90 95
Tyr Arg Ile Ser Leu Val Thr Pro

105 110

Gly Thr Gln Val Thr Val Ser

125

Gly Gly Leu Val Gln Ala Gly Gly
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1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

Ala Ala Gly Trp Phe Arg Gln Ala Ser

35 40
Ala Ser Ile Ser Trp Ser Gly Gly Tyr
50 55
Thr Gly Arg Phe Thr Ile Ser Ser Asp
65 70
Leu Gln Met Asn Ser Leu Thr Pro Glu
85

Ala Thr Gly Asn Arg Asp Ser Asp Tyr

100 105

Ser Gln Tyr Glu Tyr Trp Gly Gln Gly

115 120
<210> 33
<211> 127
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 33
GIn Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Ala Ala Gly Trp Phe Arg Gln Ala Ser
35 40
Ala Ser Ile Ser Trp Ser Gly Gly Tyr
50 55
Lys Gly Arg Phe Thr Ile Ser Ser Asp
65 70

Leu GIn Met Asn Ser Leu Thr Pro Glu

10

Gly Arg

Gly Lys

Thr Tyr

Asn Val

75
Asp Thr
90

Arg Ile

Thr Gln

Gly Leu
10

Gly Arg

Gly Lys

Thr Tyr

Asn Val

75

Asp Thr

Thr

Tyr
60

Lys

Ser

Val

Thr

Tyr
60

Lys

Ala

Phe Gly
30

Arg Glu

45

Ala Asp

Asn Thr

Val Tyr

Leu Val

110
Thr Val

125

Gln Ala

Phe Gly
30

Arg Glu

45

Ala Asp

Asn Thr

Val Tyr
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Ser Asp

Phe Val

Ser Gly

Val Tyr

80

Phe Cys

95

Thr Pro

Ser

Ser Asp

Phe Val

Ser Gly

Val Tyr

80

Phe Cys
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85

Ala Thr Gly Asn Arg Tyr Ser Asp
100

Ser Gln Tyr Asp Tyr Trp Gly Gln
115 120

<210> 34

<211> 127

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 34

Gln Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala

20
Ala Ala Gly Trp Phe Arg Gln Ala
35 40
Ala Ser Ile Ser Trp Ser Gly Gly
50 95
Lys Gly Arg Phe Thr Ser Ser Ser
65 70

Leu Gln Met Asn Ser Leu Thr Pro

85
Ala Thr Val Asn Arg Tyr Ser Asp
100
Ser GIn Tyr Glu Tyr Trp Gly Gln
115 120
<210> 35
<211> 8
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct

SIS

90 95

Tyr Arg Ile Ser Leu Val Thr Pro
105 110
Gly Thr Gln Val Thr Val Ser

125

Gly Gly Leu Val Gln Ala Gly Gly
10 15

Ser Gly Arg Thr Phe Gly Ser Asp

25 30
Ser Gly Lys Glu Arg Glu Phe Val
45
Tyr Thr Tyr Tyr Ala Asp Ser Val
60
Asp Asn Val Lys Asn Thr Val Tyr
75 80

Glu Asp Thr Ala Val Tyr Phe Cys

90 95
Tyr Arg Ile Ser Leu Val Thr Pro
105 110
Gly Thr GIn Val Thr Val Ser

125

_95_
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<400> 35
Gly Arg Thr Phe Gly Ser Asp Ala
1 5

<210> 36

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 36

Gly His Ser Phe Ser Thr Tyr Thr
1 5

<210> 37

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 37

Gly Arg Thr Val Ser Asn Tyr Ala
1 5

<210> 38

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 38

Gly Arg Pro Val Ser Asn Tyr Ala

1 5

<210> 39

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 39
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Gly Arg Thr Phe Ser Ser Tyr Ala
1 5

<210> 40

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 40

Gly Phe Thr Phe Ser Asn Tyr Ala
1 5

<210> 41

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 41

Gly Arg Thr Phe Ser Asn Asp Ala

1 5

<210> 42

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 42

Gly Arg Thr Phe Ser Ser Asp Ala
1 5

<210> 43

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 43

Gly Arg Thr Phe Gly Ser Asp Ala

1 5
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<210> 44

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 44

Ile Ser Trp Ser Gly Gly Tyr Thr

1 5

<210> 45

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 45

Ile Ser Trp Ser Gly Glu Val Thr
1 5

<210> 46

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 46

Ile Asn Trp Asn Lys Thr Thr Thr
1 5

<210> 47

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 47

Ile Asn Trp Asn Lys Thr Ala Thr

1 5

<210> 48
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<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 48

Ile Asn Trp Gln Lys Thr Ala Thr
1 5

<210> 49

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 49

Val Ser Thr Ile Ala Gly Asp Thr
1 5

<210> 50

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 50

Ile Ser Trp Ser Gly Asn Tyr Thr

1 5

<210> 51

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 51

Ile Ser Trp Ser Gly Gly Tyr Thr
1 5

<210> 52

<211> 21

<212> PRT

_99_
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<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 52
Ala Thr Gly Asn Arg Tyr Ser Asp Tyr Arg Ile Ser Leu Val Thr Pro
1 5 10 15
Ser Gln Tyr Glu Tyr
20
<210> 53
<11> 17
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 53

Ala Ala Lys Arg Gly Gly Arg Pro Thr Asp Ser Ser Asp Asp Tyr Phe
1 5 10 15

Tyr

<210> 54

<211> 17

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 54

Ala Ala Val Phe Arg Ile Val Ala Pro Lys Thr Gln Tyr Glu Tyr Asp
1 5 10 15

Tyr

<210> 55
<11> 17
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 55
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Ala Ala Val Phe Arg Val Val Ala Pro Lys Thr Gln Tyr Asp Tyr Asp
1 5 10 15

Tyr

<210> 56
<211> 16
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 56
Ala Ala Asp Ser Tyr Asn Val Arg Leu Val Thr Gly Glu Ala Asp Tyr
1 5 10 15
<210> 57
<211> 16
<212> PRT
<213> Artificial Sequence
<220><223>
Synthetic Construct
<400> 57
Ala Ala Asp Ser Tyr Asn Val Arg Leu Gly Thr Gly Glu Ala Asp Tyr
1 5 10 15
<210> 58
<211> 16
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 58
Ala Ala Glu Ser Tyr Asn Val Arg Leu Val Thr Gly Glu Ala Asp Tyr
1 5 10 15
<210> 59
<211> 21
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct
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<400> 59
Ala Ala Gly Asn Arg Tyr Ser Asp Tyr Arg Ile Ser Leu Val Thr Pro
1 5 10 15
Arg Leu Tyr Glu Tyr
20
<210> 60
<211> 21
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 60
Ala Ala Gly Asn Arg Tyr Ser Asp Tyr Arg Ile Ser Leu Val Thr Pro
1 5 10 15
Ser Gln Tyr Glu Tyr
20
<210> 61
<211> 21

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 61
Ala Thr Gly Asn Arg Asp Ser Asp Tyr Arg Ile Ser Leu Val Thr Pro
1 5 10 15
Ser Gln Tyr Glu Tyr
20
<210> 62
<211> 21
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 62
Ala Thr Gly Asn Arg Tyr Ser Asp Tyr Arg Ile Ser Leu Val Thr Pro

1 5 10 15

- 102 -
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Ser Gln Tyr Asp Tyr

<210>
<211>
<212>

<213>

20
63
21

PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

63

Ala Thr Val Asn Arg Tyr Ser Asp Tyr Arg Ile Ser Leu Val Thr Pro

1

5

Ser Gln Tyr Glu Tyr

<210>

<211>

<212>

<213>

20

64

256

PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

64

10

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu

1

5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20

Gly Met Ser Trp Val

Ser Ser Ile Ser

50

35

Lys Gly Arg Phe Thr

65

25
Arg Gln Ala Pro
40

Gly Ser Gly Ser Asp

55
[le Ser Arg Asp

70

10

Gly Phe

Gly Lys

Thr Leu

Asn Ser

75

Leu Gln Met Asn Ser Leu Arg Pro Glu Asp Thr

85

Thr Ile Gly Gly Ser Leu Ser Arg Ser

100

105

90

Ser Gln

15

Val Gln Pro Gly Gly

15

Thr Phe Arg Ser Phe
30
Gly Pro Glu Trp Val
45
Tyr Ala Asp Ser Val
60
Lys Asn Thr Leu Tyr

80

Ala Val Tyr Tyr Cys
95
Gly Thr Leu Val Thr
110

- 103 -
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Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly

115 120
Gly Ser Glu Val Gln Leu Val Glu

130 135

Gly Gly Ser Leu Arg Leu Ser Cys
145 150
Asp Tyr Ala Met Ala Trp Phe Arg
165
Phe Val Ala Gly Ile Gly Trp Ser
180
Ser Val Arg Gly Arg Phe Thr Ile

195 200

Leu Tyr Leu Gln Met Asn Ser Leu
210 215
Tyr Cys Ala Ala Arg GIn Gly Gln

225 230

Ser

Gln

Gly

185

Ser

Arg

Tyr

125

Gly Gly Gly Leu Val GIn

Ala Ser

155
Ala Pro
170

Gly Asp

Arg Asp

Ala Glu

Ile Tyr

235

Asp Ser Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

245
<210> 65
<211> 256
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 65

250

Glu Val GIn Leu Leu Glu Ser Gly Gly Gly Leu

1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Gly Met Ser Trp Val Arg Gln Ala
35 40
Ser Ser Ile Ser Gly Ser Gly Ser

50 55

Ser
25

Pro

Asp

10

Gly Phe

Gly Lys

Thr Leu

140

Gly Arg His Phe

Pro

Ser

160

Gly Gln Glu Arg Glu

175

Thr Leu Tyr Ala

190

Asn Ala Lys Asn

205

Asp Thr Ala Val

220

Asp

Thr

Tyr

Ser Ser Met Arg Ser

Val Thr Val Ser

255

240

Ser

Val Gln Pro Gly Gly

15

Thr Phe Arg Ser

30

Gly Pro Glu Trp

45

Tyr Ala Asp Ser

60

- 104 -
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Lys Gly

65

Leu Gln

Thr Ile

Val Ser

Gly Ser

130

Gly Gly

Asp Tyr

Phe Val

Ser Val

Leu Tyr

210
Tyr Cys
225

Asp Ser

<210>
<211>
<212>

<213>

<220><2

<400>

Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys

70 75
Met Asn Ser Leu Arg Pro Glu Asp Thr Ala
85 90
Gly Gly Ser Leu Ser Arg Ser Ser Gln Gly
100 105
Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
115 120

Glu Val Gln Leu Val Glu Ser Gly Gly Gly

135 140
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly
150 155
Ala Met Ala Trp Phe Arg Gln Ala Pro Gly
165 170
Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr
180 185

Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn

195 200

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp
215 220

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser

230 235
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val
245 250

66

256

PRT

Artificial Sequence

23> Synthetic Construct

66

Asn Thr

Val Tyr

Thr Leu

110
Ser Gly
125

Leu Val

Arg Ala

Leu Tyr
190

Ala Lys

205

Thr Ala

Ser Met

Thr Val

Leu

Tyr
95

Val

His

Arg

175

Asn

Val

Arg

Ser

255

Tyr

80

Cys

Thr

Pro

Ser

160

Asp

Thr

Tyr

Ser
240

Ser

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

- 105 -
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Ser

Lys

65

Leu

Thr

Val

145

Asp

Phe

Ser

Leu

Tyr

225

Asp

Leu Arg Leu

Met

Ser

50

Ser

Ser

130

Tyr

Val

Val

Tyr

210

Cys

Ser

Ser

35

Arg

Met

Ser

115

Ser

Arg
195

Leu

Tyr

20

Trp

Ser

Phe

Asn

Val

Leu

Met

Asp

Ser

Val

Thr

Ser

85

Ser

Arg

Arg

Met

Arg

Tyr

245

10

Cys Ala Ala Ser Gly Phe

25

Arg Gln Ala Pro Gly Lys

40
Ser Gly Ser Asp

55

[le Ser Arg Asp
70

Leu Arg Pro Glu

Leu Ser Arg Ser

105

Thr

Asn

Asp
90

Ser

Leu

Ser
75

Thr

Gly Gly Ser Gly Gly Gly

120

Leu Val Glu Ser
135

Leu Ser Cys Ala

150

Trp Phe Arg Gln

Ala

170

Ser
155

Pro

Gly Trp Ser Gly Gly Asp

185

Phe Thr Ile Ser
200
Asn Ser Leu Arg
215
Gln Gly Gln Tyr
230

Trp Gly Gln Gly

Arg

Ala

Thr

250

Asp

Tyr
235

Leu

Thr Phe Arg
30
Gly Pro Glu
45
Tyr Ala Asp

60

Lys Asn Thr

Ala Val Tyr

Gly Thr Leu
110
Gly Ser Gly

125

Gly Leu Val
140

Gly Arg His

Gly Gln Glu

Thr Leu Tyr
190

Asn Ala Lys
205

Asp Thr Ala

220

Ser Ser Met

Val Thr Val

- 106 -

15

Ser

Trp

Ser

Leu

Tyr

95

Val

His

Arg

175

Asn

Val

Arg

Ser

255

Phe

Val

Val

Tyr
80

Cys

Thr

Pro

Ser

160

Asp

Thr

Tyr

Ser

240

Ser

ZIHSd 10-2025-0068795



<210> 67

<211> 256

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 67

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu

1

Ser

Gly

Ser

Lys

65

Leu

Thr

Val

Phe

Ser

Leu Arg Leu

Met

Ser

50

Gln

Ser

Val

Val

Ser

35

Arg

Met

20

Trp

Ser

Phe

Asn

5

Ser Cys Ala Ala

Val Arg Gln Ala
40

Gly Ser Gly Ser

55
Thr Ile Ser Arg
70
Ser Leu Arg Pro

85

Gly Gly Ser Leu Ser Arg

Ser

115

Glu

Ser

Ala

100

Gly

Val

Leu

Met

Gly

180

Gly Gly Gly Ser

120
GIn Leu Val Glu
135
Arg Leu Ser Cys
150
Ala Trp Phe Arg
165

Ile Gly Trp Ser

Arg Gly Arg Phe Thr Ile

195

200

10
Ser Gly Phe
25

Pro Gly Lys

Asp Thr Leu

Asp Asn Ser
75
Glu Asp Thr
90
Ser Ser Gln
105

Gly Gly Gly

Ser Gly Gly

Ala Ala Ser

155

Gln Ala Pro
170

Gly Gly Asp

185

Ser Arg Asp

Val Gln Pro

Thr Phe Arg
30
Gly Pro Glu
45

Tyr Ala Asp

60

Lys Asn Thr

Ala Val Tyr

Gly Thr Leu

110

Gly Ser Gly

125
Gly Leu Val
140

Gly Arg His

Gly Gln Glu

Thr Leu Tyr

190
Asn Ser Lys

205

- 107 -

Gly Gly
15

Ser Phe

Trp Val

Ser Val

Leu Tyr

80
Tyr Cys
95

Val Thr

Gln Pro

Phe Ser

160
Arg Glu
175

Ala Asp

Asn Thr
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Met Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr

210

215

Tyr Cys Ala Ala Arg Gln Gly Gln Tyr Ile Tyr

225

230 235

Ser Ser Met Arg Ser

240

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

<210>
<211>
<212>

<213>

245 250
68
256
PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

Glu Val GIn Leu

1

68

5 10

255

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

15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Phe

20 25

Gly Met Ser Trp Val Arg Gln Ala Pro Gly Lys

35 40

30

Gly Pro Glu Trp Val

45

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

50

55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser

65

70 75

Leu Gln Met Asn Ser Leu Arg Pro Glu Asp Thr

85 90

Lys Asn Thr Leu Tyr

80

Ala Val Tyr Tyr Cys

95

Thr Ile Gly Gly Ser Leu Ser Arg Ser Ser Gln Gly Thr Leu Val Thr

Val Ser Ser Gly

100 105

115 120

110

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

125

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

130

Gly Gly Ser Leu

145

135

150 155

Arg Leu Ser Cys Ala Ala Ser Gly Arg Ala His Ser

160

- 108 -
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Asp Tyr Ala Met

Ala Trp Phe Arg Gln

165

Ala Pro

170

Phe Val Ala Gly Ile Gly Trp Ser Gly Gly Asp

180
Ser Val Arg Gly
195
Met Tyr Leu Gln
210
Tyr Cys Ala Ala

225

Asp Ser Tyr Asp

<210> 69
<211> 256

<212> PRT

185
Arg Phe Thr Ile Ser
200
Met Asn Ser Leu Arg
215
Arg Gln Gly Gln Tyr

230

Tyr Trp Gly Gln Gly

245

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 69

Arg Asp

Ala Glu

Ile Tyr

235

Thr Leu

250

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu

1
Ser Leu Arg Leu
20

Gly Met Ser Trp

35
Ser Ser Ile Ser
50
Lys Gly Arg Phe
65

Leu GIn Met Asn

Thr Ile Gly Gly

5
Ser Cys Ala Ala Ser
25

Val Arg Gln Ala Pro

40
Gly Ser Gly Ser Asp
55
Thr Ile Ser Arg Asp
70
Ser Leu Arg Pro Glu
85

Ser Leu Ser Arg Ser

10

Gly Phe

Gly Lys

Thr Leu

Asn Ser

75
Asp Thr
90

Ser Gln

Gly Gln Glu Arg Glu

Thr Leu Tyr
190
Asn Ser Lys
205
Asp Thr Ala
220

Ser Ser Met

Val Thr Val

Val Gln Pro

Thr Phe Arg

30

Gly Pro Glu

45

Tyr Ala Asp

60

Lys Asn Thr

Ala Val Tyr

Gly Thr Leu

- 109 -

175

Ala

Asn

Val

Arg

Ser

255

15

Ser

Trp

Ser

Leu

Tyr

95

Val

Asp

Thr

Tyr

Ser

240

Ser

Phe

Val

Val

Tyr

80

Cys

Thr
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100
Val Ser Ser Gly Gly Gly Gly Ser
115 120
Gly Ser Glu Val Gln Leu Val Glu
130 135
Gly Gly Ser Leu Arg Leu Ser Cys
145 150

Asp Tyr Ala Met Ala Trp Phe Arg

165
Phe Val Ala Gly Ile Gly Trp Ser
180
Ser Val Arg Gly Arg Phe Thr Ile
195 200
Met Tyr Leu Gln Met Asn Ser Leu
210 215

Tyr Cys Ala Ala Arg GIn Gly Gln

225 230

Asp Ser Tyr Asp Tyr Trp Gly Gln
245

<210> 70

<211> 264

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 70

Glu Val GIn Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala

20

Ala Ala Ala Trp Phe Arg Gln Ala
35 40

Ser Ala Ile Asn Trp GIn Lys Thr

105 110
Gly Gly Gly Gly Ser Gly Gly Gly
125
Ser Gly Gly Gly Leu Val Gln Pro
140
Ala Ala Ser Gly Arg His His Ser
155 160

Gln Ala Pro Gly Gln Glu Arg Glu

170 175
Gly Gly Asp Thr Leu Tyr Ala Asp
185 190
Ser Arg Asp Asn Ser Lys Asn Thr
205
Arg Ala Glu Asp Thr Ala Val Tyr
220

Tyr Ile Tyr Ser Ser Met Arg Ser

235 240
Gly Thr Leu Val Thr Val Ser Ser

250 255

Gly Gly Leu Val Lys Pro Gly Gly
10 15
Ser Gly Arg Pro Val Ser Asn Tyr

25 30

Pro Gly Lys Glu Arg Glu Phe Val
45

Ala Thr Tyr Ala Asp Ser Val Lys

- 110 -
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50
Gly Arg Phe Thr Ile
65
GIn Met Asn Ser Leu

85

Ala Val Phe Arg Val
100
Trp Gly Gln Gly Thr
115
Gly Gly Gly Gly Ser
130
Ser Gly Gly Gly Leu

145

Ala Ala Ser Gly Arg
165
Gln Ala Pro Gly Gln
180
Gly Gly Asp Thr Leu
195
Ser Arg Asp Asn Ala

210

Arg Ala Glu Asp Thr

225

Tyr Ile Tyr Ser Ser
245

Gly Thr Leu Val Thr

260

<210> 71

<211> 264

<212> PRT

<213>

55
Ser Arg Asp Asn Ala
70
Arg Ala Glu Asp Thr

90

Val Ala Pro Lys Thr
105
Leu Val Thr Val Ser
120
Gly Gly Gly Gly Ser
135
Val Gln Pro Gly Gly

150

His Phe Ser Asp Tyr
170
Glu Arg Glu Phe Val
185
Tyr Ala Asp Ser Val
200
Lys Asn Thr Leu Tyr

215

Ala Val Tyr Tyr Cys

230

Met Arg Ser Asp Ser
250

Val Ser Ser

Artificial Sequence

<220><223> Synthetic Construct

Lys

75

Ser

Ser

155

Arg

Leu

235

60

Asn Ser Leu

Val Tyr Tyr

Tyr Asp Tyr

Val Gln Leu
140

Leu Arg Leu

Met Ala Trp

Gly Ile Gly
190
Gly Arg Phe
205
GIn Met Asn
220

Ala Arg Gln

Tyr

Cys

95

Asp

Val

Ser

Phe

175

Trp

Thr

Ser

Gly

Leu

80

Tyr

Ser

Cys

160

Arg

Ser

Leu

240

Tyr Asp Tyr Trp Gly Gln

-111 -

255
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<400> 71

Glu Val GIn Leu Val

Ser

Gly Arg Phe Thr

65

Trp

Leu

Ala

Ala

50

Met

Val

Gly

Arg Leu Ser
20

Ala Trp Phe

35

Ile Asn Trp

Asn Ser Leu

85

Phe Arg Val
100

Gln Gly Thr

115

Gly Gly Gly Gly Ser

Ser

145

130

Gly

Ala

Gly Gly Leu

Ser Gly Arg

165

Gln Ala Pro Gly Gln

180

Gly Gly Asp Thr Leu

Ser

Arg

210

195

Asp Asn Ala

Arg Ala Glu Asp Thr

225

Glu Ser Gly Gly Gly Leu Val

Cys Ala Ala

Arg Gln Ala

40

Gln Lys Thr
55

Ser Arg Asp

70

Arg Ala Glu

Val Ala Pro

Leu Val

Thr

120

Gly Gly Gly

135
Val Gln Pro
150

Ala His Ser

Glu Arg Glu

Tyr Ala Asp

200

Lys Asn Thr
215

Ala Val Tyr

230

10
Ser Gly
25

Pro Gly

Ala Thr

Asn Ala

Asp Thr

90
Lys Thr
105
Val

Ser

Gly Ser

Asp Tyr

170
Phe Val
185

Ser Val

Leu Tyr

Tyr Cys

Arg Pro

Lys Glu

Tyr Ala

60

Lys Asn

75

Gln Tyr

Ser Gly

140
Ser Leu
155

Ala Met

Ala Gly

Arg Gly

Leu Gln
220
Ala Ala

235

Lys Pro Gly

15
Val Ser Asn
30
Arg Glu Phe
45

Asp Ser Val

Ser Leu Tyr

Tyr Tyr Cys
95
Asp Tyr Asp

110

Gln Leu Val

Arg Leu Ser

Ala Trp Phe

175

Ile Gly Trp
190

Arg Phe Thr

205

Met Asn Ser

Arg Gln Gly
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Gly

Tyr

Val

Lys

Leu

80

Tyr

Ser

Cys
160

Arg

Ser

Leu

Gln
240
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Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln
245 250 255
Gly Thr Leu Val Thr Val Ser Ser

260

<210> 72

<211> 264

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 72

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

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Pro Val Ser Asn Tyr

20 25 30

Ala Ala Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val

35 40 45

Ser Ala Ile Asn Trp Gln Lys Thr Ala Thr Tyr Ala Asp Ser Val Lys

50 95 60

Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr Leu

@

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

Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser

115 120 125
Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Val Gln Leu Val Glu
130 135 140
Ser Gly Gly Gly Leu Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys
145 150 155 160
Ala Ala Ser Gly Arg His His Ser Asp Tyr Ala Met Ala Trp Phe Arg

165 170 175

- 113 -



Gln Ala Pro Gly Gln Glu Arg Glu Phe Val Ala Gly Ile Gly Trp Ser

180
Gly Gly Asp Thr
195
Ser Arg Asp Asn
210
Arg Ala Glu Asp
225

Tyr Ile Tyr Ser

Gly Thr Leu Val
260
<210> 73
<211> 264
<212> PRT

<213>

Leu Tyr Ala Asp
200
Ala Lys Asn Thr
215
Thr Ala Val Tyr
230

Ser Met Arg Ser

245

Thr Val Ser Ser

Artificial Sequence

<220><223> Synthetic Construct

<400> 73

185

190

Ser Val Arg Gly Arg Phe Thr

205

Leu Tyr Leu Gln Met Asn Ser

220

Tyr Cys Ala Ala Arg Gln Gly

235

Asp Ser Tyr Asp Tyr Trp Gly

250

255

Ile

Leu

Gln

240

Gln

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

1
Ser Leu Arg Leu

20

Ala Ala Ala Trp
35
Ser Ala Ile Asn
50
Gly Arg Phe Thr
65

GIn Met Asn Ser

Ala Val Phe Arg

5

Ser Cys Ala Ala

Phe Arg Gln Ala
40
Trp Gln Lys Thr

55

Ile Ser Arg Asp

70

10
Ser Gly

25

Pro Gly

Ala Thr

Asn Ala

Arg

Lys

Tyr

Lys

75

Leu Arg Ala Glu Asp Thr Ala

85

Val Val Ala Pro Lys Thr Gln

90

15
Pro Val Ser Asn
30

Glu Arg Glu Phe
45

Ala Asp Ser Val

60

Asn Ser Leu Tyr

Val Tyr Tyr Cys

95

Tyr Asp Tyr Asp

- 114 -

Tyr

Val

Lys

Leu

80

Ala

Tyr
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100

105

110

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser

115
Gly Gly Gly Gly Ser
130
Ser Gly Gly Gly Leu

145

Ala Ala Ser Gly Arg
165
Gln Ala Pro Gly Gln
180
Gly Gly Asp Thr Leu
195
Ser Arg Asp Asn Ser

210

Arg Ala Glu Asp Thr

225

Tyr Ile Tyr Ser Ser
245

Gly Thr Leu Val Thr

260

<210> 74

<211> 264

<212> PRT

120

125

Gly Gly Gly Gly Ser Glu Val Gln Leu Val Glu

135

140

Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys

150

His Phe Ser

160

Asp Tyr Ala Met Ala Trp Phe Arg

170

175

Glu Arg Glu Phe Val Ala Gly Ile Gly Trp Ser

185

190

Tyr Ala Asp Ser Val Arg Gly Arg Phe Thr Ile

200
Lys Asn Thr

215

Ala Val Tyr
230

Met Arg Ser

Val Ser Ser

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 74

205

Met Tyr Leu Gln Met Asn Ser Leu

220

Tyr Cys Ala Ala Arg Gln Gly Gln

240

Asp Ser Tyr Asp Tyr Trp Gly Gln

250

255

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

1 5

10

15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Pro Val Ser Asn Tyr

20

25

30

Ala Ala Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val

- 115 -
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35

40

Ser Ala Ile Asn Trp Gln Lys Thr

50

Gly Arg

65

Gln Met

Ala Val

Trp Gly

Gly Gly

130
Ser Gly
145

Ala Ala

Gln Ala

Gly Gly

Ser Arg

210
Arg Ala
225

Tyr Ile

Gly Thr

Phe Thr Ile

Asn Ser Leu
85
Phe Arg Val
100
Gln Gly Thr
115

Gly Gly Ser

Gly Gly Leu

Ser Gly Arg

165

Pro Gly Gln
180

Asp Thr Leu

195

Asp Asn Ser

Glu Asp Thr

Tyr Ser Ser
245
Leu Val Thr

260

<210> 75

<211> 264

55

Ser Arg Asp

70

Arg Ala Glu

Val Ala Pro

Leu Val

Thr

120

Gly Gly Gly

135
Val Gln Pro
150

Ala His Ser

Glu Arg Glu

Tyr Ala Asp

200

Lys Asn Thr

215

Ala Val Tyr
230

Met Arg Ser

Val Ser Ser

Asn

Asp

Lys

105

Val

Gly

Gly

Asp

Phe

185

Ser

Met

Tyr

Asp

Thr

Thr

90

Thr

Ser

Ser

Tyr
170

Val

Val

Tyr

Cys

Ser

250

Tyr

Lys

75

Ala

Gln

Ser

Glu

Ser

155

Ala

Ala

Arg

Leu

Ala
235

Tyr

45
Ala Asp Ser
60

Asn Ser Leu

Val Tyr Tyr

Tyr Asp Tyr

Val

140

Leu Arg Leu

Met Ala Trp
Gly Ile Gly
190

Gly Arg Phe

205
Gln Met Asn
220

Ala Arg Gln

Asp Tyr Trp

- 116 -

Val Lys

Tyr Leu

80
Cys Ala
95

Asp Tyr

Gly Ser

Val

Ser Cys

160
Phe Arg
175

Trp Ser

Thr

Ser Leu

240
Gly Gln

255
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<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 75
Glu Val Gln Leu
1
Ser Leu Arg Leu
20
Ala Ala Ala Trp
35

Ser Ala Ile Asn

50
Gly Arg Phe Thr
65

Gln Met Asn Ser

Ala Val Phe Arg
100

Trp Gly Gln Gly

115
Gly Gly Gly Gly
130
Ser Gly Gly Gly
145

Ala Ala Ser Gly

Val Glu Ser Gly Gly Gly Leu Val Lys

Ser Cys Ala Ala

Phe Arg Gln Ala
40

Trp Gln Lys Thr

55
Ile Ser Arg Asp
70
Leu Arg Ala Glu
85

Val Val Ala Pro

Thr Leu Val Thr

120

Ser
25

Pro

Asn

Asp

Lys

105

Val

10

Gly

Gly

Thr

Thr
90

Thr

Ser

Ser Gly Gly Gly Gly Ser

135
Leu Val Gln Pro
150
Arg His His Ser

165

Asp

Gln Ala Pro Gly GIn Glu Arg Glu Phe

180
Gly Gly Asp Thr

195

Leu Tyr Ala Asp

200

185

Ser

Ser Arg Asp Asn Ser Lys Asn Thr Met

210

215

Tyr
170

Val

Val

Tyr

Arg Pro Val

Lys Glu Arg
45

Tyr Ala Asp

60
Lys Asn Ser
75

Ala Val Tyr

GIn Tyr Asp

Ser Gly Gly

125
Glu Val Gln
140
Ser Leu Arg
155

Ala Met Ala

Ala Gly Ile

Arg Gly Arg
205
Leu Gln Met

220

Pro Gly Gly
15

Ser Asn Tyr

30

Glu Phe Val

Ser Val Lys

Leu Tyr Leu
80
Tyr Cys Ala
95
Tyr Asp Tyr
110

Gly Gly Ser

Leu Val Glu

Leu Ser Cys

160

Trp Phe Arg
175

Gly Trp Ser

190

Phe Thr Ile

Asn Ser Leu
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Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala Arg GIn Gly Gln
225 230 235 240

Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln

245 250 255

Gly Thr Leu Val Thr Val Ser Ser
260

<210> 76
<211> 262
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 76
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 Gly Arg Thr Phe Ser Gly Ile

20 25 30

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

85 90 95

Tyr Tyr Cys Ala Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu
100 105 110
Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val
115 120 125
Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
130 135 140

Gly Gly Ser Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln
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145

Pro Gly Gly Ser

Arg Ser Phe Gly

180

Glu Trp Val Ser
195

Asp Ser Val Lys

210

Thr Leu Tyr Leu
225

Tyr Tyr Cys Thr

Leu Val Thr Val
260

<210> 77

<211> 270

<212> PRT

150

Leu Arg Leu Ser
165

Met Ser Trp Val

Ser Ile Ser Gly
200
Gly Arg Phe Thr

215

GIn Met Asn Ser
230

Ile Gly Gly Ser

245

Ser Ser

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 77

Cys

Arg

185

Ser

Leu

Leu

Glu Val Gln Leu Val Glu Ser Gly Gly

1

5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20

25

Leu Ser Pro Tyr Ala Val Gly Trp Phe

35
Leu Glu Phe Val
50
Asp Ser Val Lys

65

40

Ser Thr Ile Thr
55

Gly Arg Phe Thr

70

Ser

Ile

155

Ala Ala Ser
170

Gln Ala Pro

Gly Ser Asp

Ser Arg Asp

220

Arg Pro Glu
235
Ser Arg Ser

250

Gly Leu Val
10

Gly Arg Thr

Arg Gln Ala

Gly Gly Ser
60
Ser Arg Asp

75

160

Gly Phe Thr Phe
175
Gly Lys Gly Pro
190
Thr Leu Tyr Ala
205

Asn Ser Lys Asn

Asp Thr Ala Val
240
Ser Gln Gly Thr

255

Gln Pro Gly Gly

15

Phe Ser Gly Ile
30

Pro Gly Lys Gly

45

Ala Ile Tyr Thr

Asn Ala Lys Asp

80
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Ser

Tyr

Val

Thr

145

Pro

Ser

Ser

Leu

225

Tyr

Tyr

Leu Tyr

Tyr Cys

Pro Gln

115

Val Ser

130

Gly Ser

Gly Gly

Asn Tyr

Phe Val

195

Val Lys

210

Tyr Leu

Cys Ala

Asp Tyr

<210> 78

<211> 262

<212> PRT

<213>

Leu Gln Met Asn Ser
85
Ala Val Arg Thr Arg
100
Glu Asn Glu Tyr Gly
120
Ser Gly Gly Gly Gly

135

Glu Val Gln Leu Val
150
Ser Leu Arg Leu Ser
165
Ala Ala Ala Trp Phe
180
Ser Ala Ile Asn Trp

200

Gly Arg Phe Thr Ile
215
GIn Met Asn Ser Leu
230
Ala Val Phe Arg Val
245

Trp Gly Gln Gly Thr
260

Artificial Sequence

<220><223> Synthetic Construct

<400> 78

Leu Arg Ala Glu Asp Thr Ala Val

Arg
105

Tyr

Ser

Cys

Arg

185

Ser

Arg

Val

Leu

265

90
Tyr Gly Ser Asn Leu
110
Trp Gly Gln Gly Thr
125
Gly Gly Gly Gly Ser

140

Ser Gly Gly Gly Leu
155

Ala Ala Ser Gly Arg

Gln Ala Pro Gly Lys
190
Lys Thr Ala Thr Tyr

205

Arg Asp Asn Ala Lys
220
Ala Glu Asp Thr Ala
235
Ala Pro Lys Thr Gln
250
Val Thr Val Ser Ser

270

95

Gly Glu

Leu Val

Gly Gly

Val Lys

160
Pro Val
175

Glu Arg

Ala Asp

Asn Ser

Val Tyr
240
Tyr Asp

255

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

1

5

10

-120 -
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Ser

Leu

Leu

Asp

65

Thr

Tyr

Val

Thr

145

Pro

Arg

Asp

Thr

225

Tyr

Leu

Leu Arg

Ser Pro

35

Glu Phe

50

Ser Val

Leu Tyr

Tyr Cys

Pro Gln

115
Val Ser

130

Ser Phe

Trp Val

195
Ser Val
210

Leu Tyr

Tyr Cys

Val Thr

Leu
20

Tyr

Val

Lys

Leu

Ser

Ser

180

Ser

Lys

Leu

Thr

Val

Ser

Ser

85

Val

Asn

Val

Leu
165

Met

Ser

Ile

245

Ser

Cys Ala

Val Gly

Thr Ile

55
Arg Phe
70

Met Asn

Arg Thr

Glu Tyr

Gly Gly

135
GIn Leu
150

Arg Leu

Ser Trp

Ile Ser

Arg Phe

215
Met Asn
230

Gly Gly

Ser

Ala Ser

25
Trp Phe
40

Thr Ser

Thr I

@

Ser Leu

Arg Arg

105

Gly Tyr

120

Gly Ser

Leu Glu

Ser Cys

Val Arg

185
Gly Ser
200

Thr 1

@

Ser Leu

Ser Leu

Gly Arg Thr

Arg Gln Ala

Gly Gly Ser

60

Ser Arg Asp

75

Arg Ala Glu

90

Tyr Gly Ser

Trp Gly Gln

Phe Ser

30
Pro Gly
45

Ala Ile

Asn Ala

Asp Thr

Asn Leu

110

Gly Thr

125

Gly Gly Gly Gly Ser

140

Ser Gly Gly Gly Leu

155

Ala Ala Ser

170

Gln Ala Pro

Gly Ser Asp

Ser Arg Asp

220

Gly Phe

Gly Lys

190
Thr Leu
205

Asn Ser

Arg Pro Glu Asp Thr

235

Ser Arg Ser Ser Gln

250
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Gly

Lys

Tyr

Lys

Leu

Thr

175

Tyr

Lys

Gly

255

Thr

Asn
80

Val

Val

160

Phe

Pro

Asn

Val
240

Thr
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<210> 79

<211> 270

<212> PRT

<213>

260

Artificial Sequence

<220><223> Synthetic Construct

<400> 79

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

1

Ser

Leu

Leu

Asp

65

Thr

Tyr

Val

Thr

145

Pro

Ser

Glu

Leu Arg

Ser Pro

35
Glu Phe
50

Ser Val

Leu Tyr

Tyr Cys

Pro Gln

115
Val Ser
130

Gly Ser

Asn Tyr

Phe Val

Leu

20

Tyr

Val

Lys

Leu

Ser

Ser

Ala
180

Ser

5

Ser Cys Ala Ala

Ala Val Gly Trp

40
Ser Thr Ile Thr
95
Gly Arg Phe Thr
70
GIn Met Asn Ser
85

Val Arg Thr Arg

Asn Glu Tyr Gly
120
Gly Gly Gly Gly
135
Val GIn Leu Val
150

Leu Arg Leu Ser

165

Ala Ala Trp Phe

Ala Ile Asn Trp

Ser
25

Phe

Ser

Leu

Arg

105

Tyr

Ser

Cys

Arg
185

Gln

10 15
Gly Arg Thr Phe Ser Gly Ile
30

Arg Gln Ala Pro Gly Lys Gly

45
Gly Gly Ser Ala Ile Tyr Thr
60
Ser Arg Asp Asn Ala Lys Asn
75 80
Arg Ala Glu Asp Thr Ala Val
90 95

Tyr Gly Ser Asn Leu Gly Glu

110
Trp Gly Gln Gly Thr Leu Val
125
Gly Gly Gly Gly Ser Gly Gly
140
Ser Gly Gly Gly Leu Val Lys
155 160

Ala Ala Ser Gly Arg Pro Val

170 175
Gln Ala Pro Gly Lys Glu Arg
190

Lys Thr Ala Thr Tyr Ala Asp
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195
Ser Val Lys Gly
210

Leu Tyr Leu Gln

225

Tyr Cys Ala Ala

Tyr Asp Tyr Trp
260

<210> 80

<211> 262

<212> PRT

200
Arg Phe Thr Ile
215

Met Asn Ser Leu

230
Val Phe Arg Val
245

Gly GIn Gly Thr

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 80
Glu Val GIn Leu
1

Ser Leu Arg Leu
20
Leu Ser Pro Tyr
35
Leu Glu Phe Val
50
Asp Ser Val Lys

65

Ser Val Tyr Leu

Tyr Tyr Cys Ala

100

Val Glu Ser Gly

Ser Cys Ala Ala

Ala Val Gly Trp

40

Ser Thr Ile Thr
95

Gly Arg Phe Thr

70

GIn Met Asn Ser
85

Val Arg Thr Arg

205
Ser Arg Asp Asn Ala Lys Asn Ser
220

Arg Ala Glu Asp Thr Ala Val Tyr

235 240
Val Ala Pro Lys Thr GIn Tyr Asp
250 255
Leu Val Thr Val Ser Ser

265 270

Gly Gly Leu Val Gln Pro Gly Gly

10 15

Ser Gly Arg Thr Phe Ser Gly Ile
25 30
Phe Arg Gln Ala Pro Gly Lys Gly
45
Ser Gly Gly Ser Ala Ile Tyr Thr
60
Ile Ser Arg Asp Asn Ala Lys Asn

75 80

Leu Arg Ala Glu Asp Thr Ala Val
90 95
Arg Tyr Gly Ser Asn Leu Gly Glu

105 110

Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val

115

Thr Val Ser Ser

120

Gly Gly Gly Gly

125

Ser Gly Gly Gly Gly Ser Gly Gly

- 123 -

ZIHSdl 10-2025-0068795



130

135

Gly Gly Ser Glu Val Gln Leu Leu Glu

145

Pro Gly Gly Ser

Arg Ser Phe Gly
180
Glu Trp Val Ser

195

Asp Ser Val Lys
210

Thr Leu Tyr Leu

225

Tyr Tyr Cys Thr

Leu Val Thr Val
260

<210> 81

<211> 270

<212> PRT

150
Leu Arg Leu Ser
165

Met Ser Trp Val

Ser Ile Ser Gly

200

Gly Arg Phe Thr
215
GIn Met Asn Ser
230
Ile Gly Gly Ser
245

Ser Ser

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 81

Cys

Arg

185

Ser

Leu

Leu

Glu Val Gln Leu Val Glu Ser Gly Gly

1

5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20

25

Leu Ser Pro Tyr Ala Val Gly Trp Phe

35

Leu Glu Phe Val

50

40

Ser Thr Ile Thr

55

Ser

140

Ser Gly Gly Gly Leu Val Gln
155 160
Ala Ala Ser Gly Phe Thr Phe
170 175
Gln Ala Pro Gly Lys Gly Pro
190
Gly Ser Asp Thr Leu Tyr Ala

205

Ser Arg Asp Asn Ser Lys Asn
220

Arg Pro Glu Asp Thr Ala Val

235 240

Ser Arg Ser Ser Gln Gly Thr

250 255

Gly Leu Val Gln Pro Gly Gly
10 15
Gly Arg Thr Phe Ser Gly Ile
30
Arg Gln Ala Pro Gly Lys Gly
45
Gly Gly Ser Ala Ile Tyr Thr

60
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ZIHSdl 10-2025-0068795

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

115 120 125

Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
130 135 140
Gly Gly Ser Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys
145 150 155 160
Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Pro Val
165 170 175
Ser Asn Tyr Ala Ala Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg

180 185 190

Glu Phe Val Ser Ala Ile Asn Trp Gln Lys Thr Ala Thr Tyr Ala Asp
195 200 205
Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser
210 215 220
Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr
225 230 235 240
Tyr Cys Ala Ala Val Phe Arg Val Val Ala Pro Lys Thr GIn Tyr Asp

245 250 255

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
260 265 270

<210> 82

<211> 262

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 82
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Glu

Ser

Leu

Leu

Asp

65

Thr

Tyr

Val

Thr

145

Pro

Arg

Asp

Thr

225

Tyr

Val

Leu

Ser

50

Ser

Leu

Tyr

Pro

Val

130

Ser

Trp

Ser

210

Leu

Tyr

Gln Leu Val

Arg

Pro

35

Phe

Val

Tyr

Cys

115

Ser

Ser

Phe

Val

195

Val

Tyr

Cys

Leu

20

Tyr

Val

Lys

Leu

Ser

Ser

180

Ser

Lys

Leu

Thr

Ser Cys Ala Ala

Ala Val Gly Trp

40
Ala Thr Ile Thr
55
Gly Arg Phe Thr
70
GIn Met Asn Ser
85

Val Arg Thr Arg

Asn Glu Tyr Gly
120
Gly Gly Gly Gly
135
Val Gln Leu Leu
150

Leu Arg Leu Ser

165

Met Ser Trp Val

Ser Ile Ser Gly

200

Gly Arg Phe Thr
215

GIn Met Asn Ser

230

Ile Gly Gly Ser

Ser
25

Phe

Ser

Leu

Arg

105

Tyr

Ser

Glu

Cys

Arg

185

Ser

Leu

Leu

10 15
Gly Arg Thr Phe Ser Gly
30

Arg Gln Ala Pro Gly Gln

45
Gly Gly Ser Ala Ile Tyr
60
Ser Arg Asp Asn Ser Lys
75
Arg Ala Glu Asp Thr Ala
90 95

Tyr Gly Ser Asn Leu Gly

110
Trp Gly Gln Gly Thr Leu
125
Gly Gly Gly Gly Ser Gly
140
Ser Gly Gly Gly Leu Val
155

Ala Ala Ser Gly Phe Thr

170 175
Gln Ala Pro Gly Lys Gly
190
Gly Ser Asp Thr Leu Tyr
205
Ser Arg Asp Asn Ser Lys
220

Arg Pro Glu Asp Thr Ala

235

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

Ile

Gly

Thr

Asn

80

Val

160

Phe

Pro

Asn

Val

240

Thr

ZIHSd 10-2025-0068795



245 250 255

Leu Val Thr Val Ser Ser
260

<210> 83
<211> 270
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 83
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 Gly Arg Thr Phe Ser Gly Ile

20 25 30
Leu Ser Pro Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Gln Gly
35 40 45
Leu Glu Phe Val Ala Thr Ile Thr Ser Gly Gly Ser Ala Ile Tyr Thr
50 95 60

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

@

65 70 75 80

Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val

85 90 95
Tyr Tyr Cys Ala Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu
100 105 110
Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val
115 120 125
Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
130 135 140

Gly Gly Ser Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys

145 150 155 160
Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Pro Val
165 170 175

Ser Asn Tyr Ala Ala Ala Trp Phe Arg GIn Ala Pro Gly Lys Glu Arg
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180 185
Glu Phe Val Ser Ala Ile Asn Trp Gln
195 200

Ser Val Lys Gly Arg Phe Thr Ile Ser

210 215

Leu Tyr Leu Gln Met Asn Ser Leu Arg

225 230

Tyr Cys Ala Ala Val Phe Arg Val Val

245

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
260 265

<210> 84

<211> 256

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 84

Glu Val Gln Leu Leu Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Gly Met Ser Trp Val Arg Gln Ala Pro
35 40

Ser Ser Ile Ser Gly Ser Gly Ser Asp

50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu GIn Met Asn Ser Leu Arg Pro Glu
85
Thr Ile Gly Gly Ser Leu Ser Arg Ser
100 105

Val Ser Ser Gly Gly Gly Gly Ser Gly

190
Lys Thr Ala Thr Tyr Ala Asp
205

Arg Asp Asn Ala Lys Asn Ser

220
Ala Glu Asp Thr Ala Val Tyr
235 240
Ala Pro Lys Thr GIn Tyr Asp
250 255
Val Thr Val Ser Ser

270

Gly Leu Val Gln Pro Gly Gly
10 15
Gly Phe Thr Phe Arg Ser Phe
30
Gly Lys Gly Pro Glu Trp Val
45
Thr Leu Tyr Ala Asp Ser Val
60

Asn Ser Lys Asn Thr Leu Tyr

75 80

Asp Thr Ala Val Tyr Tyr Cys

90 95

Ser Gln Gly Thr Leu Val Thr
110

Gly Gly Gly Ser Gly Gly Gly
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115 120

Gly Ser Glu Val Gln Leu Val Glu
130 135
Gly Gly Ser Leu Arg Leu Ser Cys
145 150
Asp Tyr Ala Met Ala Trp Phe Arg
165
Phe Val Ala Gly Ile Gly Trp Ser

180

Ser Val Arg Gly Arg Phe Thr Asn
195 200
Leu Tyr Leu Gln Met Asn Ser Leu
210 215
Tyr Cys Ala Ala Arg GIn Gly Gln
225 230
Asp Ser Tyr Asp Tyr Trp Gly Gln

245

<210> 85

<211> 264

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 85

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala

20

Ala Ala Ala Trp Phe Arg Gln Ala

35 40

Ser Ala Ile Asn Trp GIn Lys Thr

50 55

125

Ser Gly Gly Gly Leu Val Gln Pro
140
Ala Ala Ser Gly Arg Ala Phe Ser
155 160
Gln Ala Pro Gly Gln Glu Arg Glu
170 175
Gly Gly Asp Thr Leu Tyr Ala Asp

185 190

Ser Arg Asp Asn Ser Lys Asn Thr
205
Arg Ala Glu Asp Thr Ala Val Tyr
220
Tyr Ile Tyr Ser Ser Met Arg Ser
235 240
Gly Thr Leu Val Thr Val Ser Ser

250 255

Gly Gly Leu Val Lys Pro Gly Gly
10 15
Ser Gly Arg Pro Val Ser Asn Tyr
25 30
Pro Gly Lys Glu Arg Glu Phe Val
45

Ala Thr Tyr Ala Asp Ser Val Lys

60
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Gly Arg Phe Thr Ile
65
GIn Met Asn Ser Leu
85
Ala Val Phe Arg Val
100

Trp Gly Gln Gly Thr

115
Gly Gly Gly Gly Ser
130
Ser Gly Gly Gly Leu
145
Ala Ala Ser Gly Arg
165

Gln Ala Pro Gly Gln

180
Gly Gly Asp Thr Leu
195
Ser Arg Asp Asn Ser
210
Arg Ala Glu Asp Thr
225

Tyr Ile Tyr Ser Ser

245
Gly Thr Leu Val Thr
260
<210> 86
<211> 256

<212> PRT

Ser Arg Asp Asn Ala Lys Asn Ser Leu

70

Arg Ala Glu

Val Ala Pro

Leu Val Thr

120

Asp

Lys
105

Val

Thr
90

Thr

Ser

Gly Gly Gly Gly Ser

135

Val Gln Pro Gly Gly

150

Ala Phe Ser

Glu Arg Glu

Tyr Ala Asp
200
Lys Asn Thr
215
Ala Val Tyr
230

Met Arg Ser

Val Ser Ser

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 86

Asp

Phe

185

Ser

Leu

Tyr

Asp

Tyr
170

Val

Val

Tyr

Cys

Ser

250

75

Ala Val Tyr Tyr

Gln Tyr Asp Tyr

Ser Gly Gly Gly

125
Glu Val Gln Leu
140
Ser Leu Arg Leu
155

Ala Met Ala Trp

Ala Gly Ile Gly

190
Arg Gly Arg Phe
205
Leu Gln Met Asn
220
Ala Ala Arg Gln

235

Tyr

Cys

95

Asp

Val

Ser

Phe

175

Trp

Thr

Ser

Gly

Leu

80

Tyr

Ser

Cys
160

Arg

Ser

Asn

Leu

240

Tyr Asp Tyr Trp Gly Gln
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Glu

Ser

Ser

Lys

65

Leu

Thr

Val

145

Asp

Phe

Ser

Leu

Tyr
225

Asp

Val

Leu

Met

Ser

50

Ser

Ser

130

Tyr

Val

Val

Tyr

210

Cys

Ser

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

Arg

Ser

35

Arg

Met

Ser

115

Ser

Arg
195

Leu

Ala

Tyr

5
Leu Ser

20

Trp Val

Ser Gly

Phe Thr

Asn Ser

85

Gly Ser

Val Gln

Leu Arg

Met Ala

Gly Arg

Gln Met

Ala Arg

Asp Tyr

10
Cys Ala Ala Ser Gly

25

Arg Gln Ala Pro Gly
40
Ser Gly Ser Asp Thr
55
Ile Ser Arg Asp Asn
70
Leu Arg Pro Glu Asp

90

Leu Ser Arg Ser Ser
105
Gly Gly Ser Gly Gly
120
Leu Val Glu Ser Gly
135
Leu Ser Cys Ala Ala

150

Trp Phe Arg Gln Ala
170
Gly Trp Ser Gly Gly
185
Phe Thr Ile Ser Arg
200
Asn Ser Leu Arg Ala

215

Gln Gly Gln Tyr Ile
230

Trp Gly Gln Gly Thr

Phe

Lys

Leu

Ser

75

Thr

Ser

155

Pro

Asp

Asp

Tyr
235

Leu

Thr Phe Arg

30

Gly Pro Glu
45

Tyr Ala Asp

60

Lys Asn Thr

Ala Val Tyr

Gly Thr Leu
110
Gly Ser Gly
125
Gly Leu Val
140

Gly Arg Ala

Gly Gln Glu

Thr Leu Tyr

190

Asn Ala Lys
205

Asp Thr Ala

220

Ser Ser Met

Val Thr Val
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15

Ser

Trp

Ser

Leu

Tyr

95

Val

Phe

Arg

175

Asn

Val

Arg

Ser

Phe

Val

Val

Tyr

80

Cys

Thr

Pro

Ser

160

Asp

Thr

Tyr

Ser
240

Ser

ZIHSd 10-2025-0068795



245
<210> 87
<211> 264
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 87

250

255

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

1 5

Ser Leu Arg Leu Ser Cys Ala Ala

20
Ala Ala Ala Trp Phe Arg Gln Ala
35 40
Ser Ala Ile Asn Trp Gln Lys Thr
50 95
Gly Arg Phe Thr Ile Ser Arg Asp
65 70

GIn Met Asn Ser Leu Arg Ala Glu

85
Ala Val Phe Arg Val Val Ala Pro
100
Trp Gly Gln Gly Thr Leu Val Thr
115 120
Gly Gly Gly Gly Ser Gly Gly Gly
130 135

Ser Gly Gly Gly Leu Val Gln Pro

145 150
Ala Ala Ser Gly Arg Ala Phe Ser
165
GIn Ala Pro Gly Gln Glu Arg Glu
180

Gly Gly Asp Thr Leu Tyr Ala Asp

Ser

25

Pro

Asn

Asp

Lys
105

Val

Gly

Asp

Phe
185

Ser

10

15

Gly Arg Pro Val Ser Asn Tyr

Gly

Thr

Thr

90

Thr

Ser

Ser

Tyr
170

Val

Val

Lys

Tyr

Lys

75

Ser

Glu

Ser

155

Ala

Ala

Arg

30
Glu Arg Glu Phe Val
45
Ala Asp Ser Val Lys
60
Asn Ser Leu Tyr Leu
80

Val Tyr Tyr Cys Ala

95
Tyr Asp Tyr Asp Tyr
110
Gly Gly Gly Gly Ser
125
Val Gln Leu Val Glu
140

Leu Arg Leu Ser Cys

160
Met Ala Trp Phe Arg
175
Gly Ile Gly Trp Ser
190

Gly Arg Phe Thr Ile
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195 200 205

Ser Arg Asp Asn Ala Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu

210 215 220
Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala Arg GIn Gly Gln
225 230 235 240
Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln
245 250 255
Gly Thr Leu Val Thr Val Ser Ser
260
<210> 88
<211> 256
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 88

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

50 55 60

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

115 120 125
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Gly Ser Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro
130 135 140
Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Ala Phe Ser
145 150 155 160
Asp Tyr Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu
165 170 175
Phe Val Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr Ala Asp

180 185 190

Ser Val Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr
195 200 205
Met Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr
210 215 220
Tyr Cys Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser
225 230 235 240
Asp Ser Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

245 250 255

<210> 89

<211> 264

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 89

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

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Pro Val Ser Asn Tyr

20 25 30

Ala Ala Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val

35 40 45

Ser Ala Ile Asn Trp Gln Lys Thr Ala Thr Tyr Ala Asp Ser Val Lys

50 55 60
Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr Leu

65 70 75 80
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Gln Met Asn

Ala Val Phe

Trp Gly Gln

115
Gly Gly Gly
130
Ser Gly Gly
145

Ala Ala Ser

Gln Ala Pro

Gly Gly Asp
195
Ser Arg Asp
210
Arg Ala Glu
225

Tyr Ile Tyr

Gly Thr Leu

<210> 90
<211> 256
<212> PRT

<213>

Ser Leu Arg Ala Glu Asp

Arg
100

Gly

Gly

Gly

85

Val

Thr

Ser

Leu

Val Ala Pro Lys
105

Leu Val Thr Val

120
Gly Gly Gly Gly
135
Val Gln Pro Gly

150

Gly Arg Ala Phe Ser Asp

Gly

180

Thr

Asn

Asp

Ser

165

Gln

Leu

Ser

Thr

Ser

245

Glu Arg Glu Phe

185
Tyr Ala Asp Ser
200
Lys Asn Thr Met
215
Ala Val Tyr Tyr
230

Met Arg Ser Asp

Val Thr Val Ser Ser

260

Artificial Sequence

<220><223> Synthetic Construct

<400> 90

Thr
90

Thr

Ser

Ser

Tyr
170

Val

Val

Tyr

Cys

Ser

250

Ala Val Tyr Tyr

Gln Tyr Asp Tyr
110

Ser Gly Gly Gly

125
Glu Val Gln Leu
140
Ser Leu Arg Leu
155

Ala Met Ala Trp

Ala Gly Ile Gly

190
Arg Gly Arg Phe
205
Leu Gln Met Asn
220
Ala Ala Arg Gln
235

Tyr Asp Tyr Trp

Cys
95

Asp

Gly

Val

Ser

Phe
175

Trp

Thr

Ser

Gly

255

Tyr

Ser

Cys
160

Arg

Ser

Leu

240

Gln

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

1

5

10
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Ser

Ser

Lys

65

Leu

Thr

Val

145

Asp

Phe

Ser

Leu

Tyr
225

Asp

Leu Arg Leu

Met

Ser

50

Ser

Ser

130

Tyr

Val

Val

Tyr

210

Cys

Ser

Ser

35

Arg

Met

Ser

115

Ser

Arg
195

Leu

Tyr

<210> 91

20

Trp

Ser

Phe

Asn

Val

Leu

Met

Asp

Ser

Val

Thr

Ser

85

Ser

Arg

Arg

Met

Arg

Tyr

245

Cys Ala Ala Ser Gly Phe

25

Arg Gln Ala Pro Gly Lys

40
Ser Gly Ser Asp
55
[le Ser Arg Asp
70

Leu Arg Pro Glu

Leu Ser Arg Ser

105

Gly Gly Ser

120

Leu Val Glu
135

Leu Ser Cys Ala

150

Trp Phe Arg Gln

Gly Trp Ser
185

Phe Thr Ile
200

Asn Ser Leu Arg

215

Gln Gly Gln Tyr
230

Trp Gly Gln Gly

Thr

Asn

Asp

90

Ser

Ala

Ala

170

Ala

Ile

Thr

250

Leu

Ser
75

Thr

Gly Gly Gly

Ser Gly Gly

Ser

155

Pro

Gly Gly Asp

Ser Arg Asp

Tyr
235

Leu

Thr Phe Arg Ser

30

Gly Pro Glu Trp
45

Tyr Ala Asp Ser

60

Lys Asn Thr Leu

Ala Val Tyr Tyr

95

Gly Thr Leu Val
110
Gly Ser

125
Gly Leu Val
140

Gly Arg Ala Phe

Gly Gln Gly Leu
175

Thr Leu Tyr
190

Asn Ser Lys Asn
205

Asp Thr

220

Ser Ser Met Arg

Val Thr Val Ser

255
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Val

Val

Tyr

80

Cys

Thr

Pro

Ser

160

Asp

Thr

Tyr

Ser
240

Ser
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<211> 264

<212> PRT

<213> Artificial Sequence

<220><223>
<400> 91
Glu Val Gln
1

Ser Leu Arg

35
Ser Ala Ile
50
Gly Arg Phe
65

Gln Met Asn

Ala Val Phe

Trp Gly Gln

115

Gly Gly Gly
130

Ser Gly Gly

145

Ala Ala Ser

GIn Ala Pro

Gly Gly Asp

195

Synthetic Construct

Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly

Leu Ser Cys Ala Ala

20
Trp Phe Arg Gln Ala
40
Asn Trp Gln Lys Thr
55
Thr Ile Ser Arg Asp
70

Ser Leu Arg Ala Glu

85
Arg Val Val Ala Pro
100
Gly Thr Leu Val Thr
120
Gly Ser Gly Gly Gly
135

Gly Leu Val Gln Pro

150
Gly Arg Ala Phe Ser
165
Gly Gln Gly Leu Glu
180
Thr Leu Tyr Ala Asp

200

Ser

25

Pro

Asn

Asp

Lys
105

Val

Gly

Asp

Phe
185

Ser

10

Gly

Gly

Thr

Thr

90

Thr

Ser

Ser

Tyr
170

Val

Val

15

Arg Pro Val Ser Asn

30
Lys Glu Arg Glu Phe
45
Tyr Ala Asp Ser Val
60
Lys Asn Ser Leu Tyr
75

Ala Val Tyr Tyr Cys

95
GIn Tyr Asp Tyr Asp
110
Ser Gly Gly Gly Gly
125
Glu Val Gln Leu Val
140

Ser Leu Arg Leu Ser

155
Ala Met Ala Trp Phe
175
Ala Gly Ile Gly Trp
190
Arg Gly Arg Phe Thr

205
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Gly

Tyr

Val

Lys

Leu

80

Tyr

Ser

Cys

160

Arg

Ser

Ile

ZIHSd 10-2025-0068795



ZIHSd 10-2025-0068795

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

210 215 220
Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala Arg GIn Gly Gln
225 230 235 240
Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln
245 250 255
Gly Thr Leu Val Thr Val Ser Ser
260
<210> 92
<211> 256
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 92

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

50 55 60

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

115 120 125

Gly Ser Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro
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130 135
Gly Gly Ser Leu Arg Leu Ser Cys Ala
145 150
Asp Tyr Ala Met Ala Trp Phe Arg Gln
165
Phe Val Ala Gly Ile Gly Trp Ser Gly

180 185

Ser Val Arg Gly Arg Phe Thr Asn Ser
195 200
Leu Tyr Leu Gln Met Asn Ser Leu Arg
210 215
Tyr Cys Ala Ala Arg Gln Gly Gln Tyr
225 230
Asp Ser Tyr Asp Tyr Trp Gly Gln Gly

245

<210> 93

<211> 264

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 93

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Ala Ala Ala Trp Phe Arg Gln Ala Pro

35 40

Ser Ala Ile Asn Trp Gln Lys Thr Ala

50 55
Gly Arg Phe Thr Ile Ser Arg Asp Asn

65 70

Ala Ser

155
Ala Pro
170

Gly Asp

Arg Asp

Ala Glu

Ile Tyr
235
Thr Leu

250

140

Gly Arg Ala His Ser

160

Gly Gln Glu Arg Glu

175

Thr Leu Tyr Ala Asp

190

Asn Ser Lys Asn Thr

205

Asp Thr Ala Val Tyr

220

Ser Ser Met Arg Ser

240

Val Thr Val Ser Ser

255

Gly Leu Val Lys Pro Gly Gly

10

15

Gly Arg Pro Val Ser Asn Tyr

30

Gly Lys Glu Arg Glu Phe Val

45

Thr Tyr Ala Asp Ser Val Lys

60

Ala Lys Asn Ser Leu Tyr Leu

75

80

GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala
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Ala Val Phe

Trp Gly Gln

115
Gly Gly Gly
130
Ser Gly Gly
145

Ala Ala Ser

Gln Ala Pro

Gly Gly Asp
195
Ser Arg Asp
210
Arg Ala Glu
225

Tyr Ile Tyr

Gly Thr Leu

<210> 94
<211> 256
<212> PRT

<213>

85

90

Arg Val Val Ala Pro Lys Thr

100

Gly Thr Leu Val Thr

Gly

Gly

Ser

Leu

120

Gly Gly Gly
135

Val Gln Pro

150

Gly Arg Ala His Ser

Gly

180

Thr

Asn

Asp

Ser

165

Gln

Leu

Ser

Thr

Ser

245

Glu Arg Glu

Tyr Ala Asp
200
Lys Asn Thr
215
Ala Val Tyr
230

Met Arg Ser

Val Thr Val Ser Ser

260

Artificial Sequence

<220><223> Synthetic Construct

<400> 94

105

Val Ser

Gly Ser

Gly Gly

Asp Tyr

170

Phe Val

185

Ser Val

Leu Tyr

Tyr Cys

Asp Ser

250

Gln Tyr Asp Tyr
110

Ser Gly Gly Gly

125
Glu Val Gln Leu
140
Ser Leu Arg Leu
155

Ala Met Ala Trp

Ala Gly Ile Gly

190
Arg Gly Arg Phe
205
Leu Gln Met Asn
220
Ala Ala Arg Gln
235

Tyr Asp Tyr Trp

95

Asp Tyr

Gly Ser

Val Glu

Ser Cys

160
Phe Arg
175

Trp Ser

Thr Asn

Ser Leu

Gly Gln

240

Gly Gln

255

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

1

5

10

15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Phe
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Gly

Ser

Lys

65

Leu

Thr

Val

145

Asp

Phe

Ser

Leu

Tyr
225

Asp

Met

Ser

50

Ser

Ser

130

Tyr

Val

Val

Tyr

210

Cys

Ser

Ser

35

Arg

Met

Ser

115

Ser

Arg
195

Leu

Tyr

<210> 95

<211> 264

20

Trp

Ser

Phe

Asn

Val

Leu

Met

Asp

25 30

Val Arg Gln Ala Pro Gly Lys Gly Pro Glu
40 45
Gly Ser Gly Ser Asp Thr Leu Tyr Ala Asp
55 60
Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr
70 75
Ser Leu Arg Pro Glu Asp Thr Ala Val Tyr

85 90

Ser Leu Ser Arg Ser Ser Gln Gly Thr Leu
105 110
Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
120 125
GIn Leu Val Glu Ser Gly Gly Gly Leu Val
135 140
Arg Leu Ser Cys Ala Ala Ser Gly Arg Ala

150 155

Ala Trp Phe Arg Gln Ala Pro Gly Gln Gly
165 170
Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr
185 190
Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys
200 205
Met Asn Ser Leu Arg Ala Glu Asp Thr Ala

215 220

Arg Gln Gly GIn Tyr Ile Tyr Ser Ser Met
230 235
Tyr Trp Gly Gln Gly Thr Leu Val Thr Val

245 250
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Trp

Ser

Leu

Tyr

95

Val

His

Leu

175

Asn

Val

Arg

Ser

255

Val

Val

Tyr

80

Cys

Thr

Pro

Ser

160

Asp

Thr

Tyr

Ser
240

Ser
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<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 95
Glu Val Gln
1

Ser Leu Arg

35
Ser Ala Ile
50
Gly Arg Phe
65

Gln Met Asn

Ala Val Phe

Trp Gly Gln

115

Gly Gly Gly
130

Leu

Leu

20

Trp

Asn

Thr

Ser

Arg

100

Gly

Val

Ser

Phe

Trp

Leu

85

Val

Thr

Ser

Ser Gly Gly Gly Leu

145

Ala Ala Ser

GIn Ala Pro

Gly Gly Asp

195

Ser Arg Asp

Glu Ser Gly Gly Gly Leu Val Lys

Cys Ala Ala

Arg Gln Ala
40
Gln Lys Thr
55
Ser Arg Asp
70

Arg Ala Glu

Val Ala Pro

Leu Val Thr

120

Gly Gly Gly
135

Val Gln Pro

150

Gly Arg Ala His Ser

165

Ser

25

Pro

Asn

Asp

Lys

105

Val

Gly

Gly

Asp

Gly Gln Gly Leu Glu Phe

180

Thr Leu Tyr Ala Asp

200

Asn Ser Lys Asn Thr

185

Ser

Leu

10

Gly

Gly

Thr

Thr

90

Thr

Ser

Ser

Tyr

170

Val

Val

Tyr

Arg Pro Val

Lys Glu Arg
45
Tyr Ala Asp
60
Lys Asn Ser
75

Ala Val Tyr

GIn Tyr Asp

Ser Gly Gly

125

Glu Val Gln
140

Ser Leu Arg

155

Ala Met Ala

Ala Gly Ile

Arg Gly Arg

205

Leu Gln Met

Pro Gly Gly
15

Ser Asn Tyr

30

Glu Phe Val

Ser Val

Lys

Leu Tyr Leu

80

Tyr Cys Ala

95
Tyr Asp Tyr
110

Gly Gly Ser

Leu Val

Leu Ser Cys

160

Trp Phe Arg
175

Gly Trp Ser
190

Phe Thr Ile

Asn Ser Leu
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210 215

Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala Arg GIn Gly Gln

225 230

240

Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln

245 250

Gly Thr Leu Val Thr Val Ser Ser

260
<210> 96
<211> 264
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 96

255

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

1 5 10

15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Pro Val Ser Asn Tyr

20 25

30

Ala Ala Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val

35 40

45

Ser Ala Ile Asn Trp Gln Lys Thr Ala Thr Tyr Ala Asp Ser Val Lys

50 55

Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr Leu

65 70

80

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

85 90

95

Ala Val Phe Arg Val Val Ala Pro Lys Thr Gln Tyr Asp Tyr Asp Tyr

100 105

110

Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ala

115 120

125

Gly Gly Gly Gly Ala Gly Gly Gly Gly Ser Glu Val Gln Leu Val Glu

130 135

Ser Gly Gly Gly Leu Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys
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145 150

Ala Ala Ser Gly Arg Ala His Ser
165

Gln Ala Pro Gly Gln Glu Arg Glu

180

Gly Gly Asp Thr Leu Tyr Ala Asp
195 200
Ser Arg Asp Asn Ser Lys Asn Thr
210 215
Arg Ala Glu Asp Thr Ala Val Tyr
225 230
Tyr Ile Tyr Ser Ser Met Arg Ser

245

Gly Thr Leu Val Thr Val Ser Ser
260

<210> 97

<211> 270

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 97

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala
20

Leu Ser Pro Tyr Ala Val Gly Trp

35 40
Leu Glu Phe Val Ser Thr Ile Thr
50 95
Asp Ser Val Lys Gly Arg Phe Thr
65 70

Ser Leu Tyr Leu Gln Met Asn Ser

155 160

Asp Tyr Ala Met Ala Trp Phe Arg
170 175

Phe Val Ala Gly Ile Gly Trp Ser

185 190

Ser Val Arg Gly Arg Phe Thr Asn
205
Leu Tyr Leu Gln Met Asn Ser Leu
220
Tyr Cys Ala Ala Arg GIn Gly Gln
235 240
Asp Ser Tyr Asp Tyr Trp Gly Gln

250 255

Gly Gly Leu Val Gln Pro Gly Gly
10 15

Ser Gly Arg Thr Phe Ser Gly Ile

25 30

Phe Arg GIn Ala Pro Gly Lys Gly

45
Ser Gly Gly Ser Ala Ile Tyr Thr
60
Ile Ser Arg Asp Asn Ala Lys Asp
75 80

Leu Arg Ala Glu Asp Thr Ala Val
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Tyr Tyr Cys

Val Pro Gln
115
Thr Val Ser
130
Gly Gly Ser
145

Pro Gly Gly

Ser Asn Tyr

Glu Phe Val

195

Ser Val Lys
210

Leu Tyr Leu

225

Tyr Cys Ala

Tyr Asp Tyr

<210> 98
<211> 266
<212> PRT

<213>

85

90

95

Ala Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu

100

Glu Asn Glu

Ser Gly Gly

Glu Val Gln

150

Ser Leu Arg

Ser Ala Ile

Gly Arg Phe

Gln Met Asn

230
Ala Val Phe
245
Trp Gly Gln
260

105
Tyr Gly Tyr
120
Gly Gly Ala
135

Leu Val Glu

Leu Ser Cys

Trp Gly Gln Gly
125
Gly Gly Gly Gly
140
Ser Gly Gly Gly
155

Ala Ala Ser Gly

170

110

Thr Leu Val

Ala Gly Gly

Leu Val Lys

160

Arg Pro Val

175

Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg

185
Asn Trp Gln
200
Thr Ile Ser
215

Ser Leu Arg

Arg Val Val

Gly Thr Leu

265

Artificial Sequence

<220><223> Synthetic Construct

<400> 98

Lys Thr Ala Thr

205

Arg Asp Asn Ala
220

Ala Glu Asp Thr

235
Ala Pro Lys Thr
250

Val Thr Val Ser

190

Tyr Ala Asp

Lys Asn Ser

Ala Val Tyr

240
GIn Tyr Asp
255
Ser

270

Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val Gln Ala Gly Asp

1

5

10

15

- 145 -

SIHS31 10-2025-0068795



Ser Leu Thr

Gly Met Gly
35
Ala Ser Ile
50
Lys Gly Arg

65

Leu Arg Met

Gly Arg Gly

Lys Ser Tyr

Val Gln Leu
145

Leu Arg Leu

Ala Ala Trp

Ile Asn

195

Arg Phe Thr
210

Met Asn Ser

225

Val Phe Arg

Gly Gln Gly

Leu

20

Trp

Ser

Phe

Asn

Arg

100

Val

Ser

Phe

180

Trp

Leu

Val

Thr
260

Thr Cys Thr

Phe Arg Gln

Trp Gly Gly
55
Thr Ile Ser

70

Ser Leu Asn
85
Met Tyr Arg

Tyr Trp Gly

Glu Ser Gly
150

Cys Ala Ala

165

Arg Gln Ala

Gln Lys Thr

Ser Arg Asp
215
Arg Ala Glu
230
Val Ala Pro
245

Leu Val Thr

Ala Pro Val Gly Thr

25
Ala Pro Gly
40

Met Trp Thr

Arg Asp Asn

Ala Glu Asp
90
Gly Ile Gly
105
Gln Gly Thr
120

Gly Gly Ala

Gly Gly Leu

Ser Gly Arg
170
Pro Gly Lys
185
Ala Thr Tyr
200

Asn Ala Lys

Asp Thr Ala

Lys Thr Gln
250
Val Ser Ser

265

Lys

Asp

Asp

75

Thr

Asn

Val
155

Pro

Asn

Val
235

Tyr

[le Ser
30

Glu Arg Glu
45

Tyr Ala Asp

60

Lys Asn Ala

Tyr

Ser Leu Ala
110

Val

140

Lys Pro Gly

Val Ser Asn

Arg Glu Phe
190
Asp Ser Val

205

Ser Leu Tyr
220

Tyr Tyr Cys

Asp Tyr Asp
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Asp

Phe

Ser

Val

Tyr

95

Ser

Ser

Tyr
175

Val

Lys

Leu

Tyr

255

Tyr

Val

Val

Tyr

80

Cys

Pro

Ser

Ser

160

Ser

240

Trp
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<210> 99

<211> 270
<212>

PRT

<213>

Artificial Sequence

<220><223> Synthetic Construct

<400> 99

Glu Val GIn Leu Val

1

Ser Leu Arg

Leu Ser Ala
35

Arg Glu Phe

50
Asp Ser Val
65

Thr Val Tyr

Tyr Tyr Cys

Val Pro Thr

115
Thr Val Ser
130
Gly Gly Ser
145

Pro Gly Gly

Ser Asn Tyr

Glu Phe Val

Leu
20

Tyr

Val

Lys

Leu

Ser

Ser

Ala

180

Ser

5

Ser

Ser

85

Val

Asn

Val

Leu

165

Ala

Ala

Glu Ser Gly Gly Gly Leu Val

Cys Ala Ala

Val Gly Trp
40

Thr Ile Thr

55
Arg Phe Thr
70

Met Asn Ser

Arg Thr Trp

Glu Tyr Gly

120
Gly Gly Gly
135
Gln Leu Val
150

Arg Leu Ser

Ala Trp Phe

Ile Asn Trp

Ser
25

Phe

Ser

Leu

Leu

Pro

105

His

Cys

Arg

185

Gln

10

Gly Arg Thr

Arg Gln Ala

Gly Gly Ser

60
Ser Arg Asp
75
Lys Pro Glu
90

Tyr Gly Ser

Trp Gly Gln

Gly Gly Gly
140
Ser Gly Gly
155
Ala Ala Ser
170

GIn Ala Pro

Lys Thr Ala

Gln Ala Gly Gly
15
Phe Ser Gly Ile
30
Pro Gly Lys Glu
45

Thr Leu Ser Ala

Asn Ala Lys Asp
80
Asp Thr Ala Val
95
Asn Arg Gly Glu
110

Gly Thr Gln Val

125

Gly Ala Gly Gly

Gly Leu Val Lys

160

Gly Arg Pro Val
175

Gly Lys Glu Arg

190

Thr Tyr Ala Asp
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195 200
Ser Val Lys Gly Arg Phe Thr Ile Ser
210 215
Leu Tyr Leu Gln Met Asn Ser Leu Arg
225 230

Tyr Cys Ala Ala Val Phe Arg Val Val

245

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

260 265
<210> 100
<211> 266
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 100
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

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

85

Ala Val Phe Arg Val Val Ala Pro Lys

100 105

Trp Gly Gln Gly Thr Leu Val Thr Val
115 120

Gly Gly Gly Gly Ala Gly Gly Gly Gly

205
Arg Asp Asn Ala
220
Ala Glu Asp Thr
235

Ala Pro Lys Thr

250

Val Thr Val Ser

Gly Leu Val Lys
10

Gly Arg Pro Val

Gly Lys Glu Arg
45
Thr Tyr Ala Asp
60
Ala Lys Asn Ser
75

Thr Ala Val Tyr
90

Thr Gln Tyr Asp

Ser Ser Gly Gly
125

Ser Glu Val Gln

Lys Asn Ser

Ala Val Tyr
240

Gln Tyr Asp

255
Ser

270

Pro Gly Gly
15
Ser Asn Tyr

30

Glu Phe Val

Ser Val Lys

Leu Tyr Leu
30
Tyr Cys Ala

95

Tyr Asp Tyr
110

Gly Gly Ala

Leu Val Glu
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130 135
Ser Gly Gly Gly Val Val Gln Ala

145 150

Thr Ala Pro Val Gly Thr Ile Ser
165
Gln Ala Pro Gly Lys Glu Arg Glu
180
Gly Met Trp Thr Asp Tyr Ala Asp
195 200
Ser Arg Asp Asn Asp Lys Asn Ala

210 215

Asn Ala Glu Asp Thr Ala Val Tyr

225 230

Arg Gly Ile Gly Asn Ser Leu Ala

245

Gly Gln Gly Thr Gln Val Thr Val
260

<210> 101

<211> 270

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 101

Glu Val Gln Leu Val Glu Ser Gly

1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Ala Ala Ala Trp Phe Arg Gln Ala
35 40
Ser Ala Ile Asn Trp GIn Lys Thr

50 55

140
Gly Asp Ser Leu Thr Leu Thr Cys

155 160

Asp Tyr Gly Met Gly Trp Phe Arg
170 175
Phe Val Ala Ser Ile Ser Trp Gly
185 190
Ser Val Lys Gly Arg Phe Thr Ile
205
Val Tyr Leu Arg Met Asn Ser Leu

220

Tyr Cys Gly Arg Gly Arg Met Tyr
235 240
Gln Pro Lys Ser Tyr Gly Tyr Trp
250 255
Ser Ser

265

Gly Gly Leu Val Lys Pro Gly Gly

10 15
Ser Gly Arg Pro Val Ser Asn Tyr
25 30
Pro Gly Lys Glu Arg Glu Phe Val
45
Ala Thr Tyr Ala Asp Ser Val Lys

60
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Gly Arg

65

Gln Met

Ala Val

Trp Gly

130
Ser Gly
145

Ala Ala

Gly Trp

Ile Thr

Phe Thr

210
Asn Ser
225

Thr Trp

Tyr Gly

<210>
<211>
<212>
<213>

<220><2

Phe Thr Ile Ser Arg Asp Asn Ala Lys

70 75
Asn Ser Leu Arg Ala Glu Asp Thr Ala
85 90
Phe Arg Val Val Ala Pro Lys Thr Gln
100 105
Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

Gly Gly Ala Gly Gly Gly Gly Ser Glu

135
Gly Gly Leu Val Gln Ala Gly Gly Ser
150 155
Ser Gly Arg Thr Phe Ser Gly Ile Leu
165 170
Phe Arg Gln Ala Pro Gly Lys Glu Arg
180 185

Ser Gly Gly Ser Thr Leu Ser Ala Asp

195 200
Leu Ser Arg Asp Asn Ala Lys Asp Thr
215
Leu Lys Pro Glu Asp Thr Ala Val Tyr
230 235
Pro Tyr Gly Ser Asn Arg Gly Glu Val
245 250

His Trp Gly Gln Gly Thr Gln Val Thr

260 265
102
15
PRT
Artificial Sequence

23> Synthetic Construct

Asn Ser

Val Tyr

Tyr Asp

Val Gln

140

Leu Arg

Ser Ala

Glu Phe

Ser Val

205
Val Tyr
220

Tyr Cys

Pro Thr

Val Ser

Leu

Tyr

Tyr

110

Leu

Leu

Tyr

Val

190

Lys

Leu

Ser

270
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Tyr

Cys
95

Asp

Val

Ser

175

Ser

Val

Asn

255

Leu

80

Tyr

Cys

160

Val

Thr

Arg

Met

Arg
240

Glu
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<400> 102

Gly Gly Gly Gly Ala Gly Gly Gly Gly Ala Gly Gly Gly Gly Ser

1 5 10
<210> 103

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 103

15

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

1 5 10

<210> 104

<211> 5

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 104

Gly Gly Gly Gly Ser

1 5

<210> 105

<211> 10

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 105

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
1 5 10
<210> 106

<211> 15

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 106
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Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser

1 5 10 15
<210> 107
<211> 20
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 107
Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
1 5 10 15
Gly Gly Gly Ser
20
<210> 108
<211> 25
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 108

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

1 5 10 15
Gly Gly Gly Ser Gly Gly Gly Gly Ser
20 25
<210> 109
<211> 30
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 109
Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
1 5 10 15
Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser

20 25 30

<210>
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110
<211> 15
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 110

Glu Ala Ala Ala Lys Glu Ala Ala Ala Lys Glu Ala Ala Ala Lys

1 5 10
<210> 111

<211> 5

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 111

Pro Ala Pro Ala Pro

1 5

<210> 112

<211> 10

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 112

Gly Gly Gly Gly Ser Pro Ala Pro Ala Pro

1 5 10
<210> 113

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 113

Pro Ala Pro Ala Pro Gly Gly Gly Gly Ser
1 5 10
<210> 114

<211> 12
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<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 114

Gly Ser Thr Ser Gly Lys Ser Ser Glu Gly Lys Gly
1 5 10

<210> 115

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 115

Gly Gly Gly Asp Ser Gly Gly Gly Asp Ser
1 5 10
<210> 116

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 116

Gly Gly Gly Glu Ser Gly Gly Gly Glu Ser
1 5 10
<210> 117

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 117

Gly Gly Gly Asp Ser Gly Gly Gly Gly Ser

1 5 10

<210> 118
<211> 10

<212> PRT
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<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 118

Gly Gly Gly Ala Ser Gly Gly Gly Gly Ser
1 5 10
<210> 119

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 119

Gly Gly Gly Glu Ser Gly Gly Gly Gly Ser
1 5 10
<210> 120

<211> 6

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 120

Ala Ser Thr Lys Gly Pro

1 5

<210> 121

<211> 13

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 121

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro
1 5 10
<210> 122

<211> 4

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct
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<400> 122

Gly Gly Gly Pro

1

<210> 123

<211> 8

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 123

Gly Gly Gly Gly Gly Gly Gly Pro
1 5

<210> 124

<211> 9

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 124

Pro Ala Pro Asn Leu Leu Gly Gly Pro
1 5

<210> 125

<211> 6

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 125

Gly Gly Gly Gly Gly Gly

1 5

<210> 126

<211> 12

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 126
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Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly
1 5 10
<210> 127

<211> 8

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 127

Ala Pro Glu Leu Pro Gly Gly Pro

1 5

<210> 128

<211> 8

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 128

Ser Glu Pro Gln Pro Gln Pro Gly

1 5

<210> 129

<211> 15

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 129

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

1 5 10
<210> 130

<211> 14

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 130

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

1 5 10
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<210> 131

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 131

Gly Gly Gly Gly Ser Gly Gly Gly Gly Gly Gly Gly Gly Gly Ser
1 5 10 15
<210> 132

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 132

Gly Gly Ser Ser Ser Gly Gly Ser Ser Ser Gly Gly Ser Ser Ser
1 5 10 15
<210> 133

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 133

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

1 5 10 15

<210> 134

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 134

Gly Gly Gly Gly Ala Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
1 5 10 15

<210> 135
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<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 135

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ala Gly Gly Gly Gly Ser

1 5 10 15

<210> 136

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 136

Gly Gly Gly Ala Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
1 5 10 15
<210> 137

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 137

Gly Gly Gly Gly Ser Gly Gly Gly Ala Ser Gly Gly Gly Gly Ser
1 5 10 15
<210> 138

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 138

Gly Gly Gly Gly Ser Ala Gly Gly Gly Ser Gly Gly Gly Gly Ser
1 5 10 15
<210> 139

<211> 15
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<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 139

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Ala Gly Gly Gly Ser
1 5 10 15
<210> 140

<211> 15

<212> PRT

<213> Artificial Sequence

<220><

223> Synthetic Construct

<400> 140

Gly Gly Gly Gly Ser Ala Gly Gly Gly Ser Ala Gly Gly Gly Ser
1 5 10 15
<210> 141

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 141

Gly Gly Gly Gly Asp Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
1 5 10 15
<210> 142

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 142

Gly Gly Gly Gly Ser Gly Gly Gly Gly Asp Gly Gly Gly Gly Ser
1 5 10 15
<210> 143
<211> 15

<212> PRT
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<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 143

Gly Gly Gly Gly Asp Gly Gly Gly Gly Asp Gly Gly Gly Gly Ser
1 5 10 15
<210> 144

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 144

Gly Gly Gly Gly Glu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser

1 5 10 15
<210> 145

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 145

Gly Gly Gly Gly Ser Gly Gly Gly Gly Glu Gly Gly Gly Gly Ser
1 5 10 15
<210> 146

<211> 15

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 146

Gly Gly Gly Gly Glu Gly Gly Gly Gly Glu Gly Gly Gly Gly Ser

1 5 10 15

<210> 147
<211> 5
<212> PRT

<213> Artificial Sequence
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<220><223> Synthetic Construct
<400> 147

Glu Val Gln Leu Val

1 5

<210> 148

<211> 11

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 148

Trp Gly Gln Gly Thr Leu Val Thr Val
1 5

<210> 149

<211> 115

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 149

Ala Val Gln Leu Val Glu Ser Gly Gly

1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Gly Met Ser Trp Val Arg Gln Ala Pro
35 40
Ser Ser Ile Ser Gly Ser Gly Ser Asp
50 95

Lys Gly Arg Phe Thr Ile Ser Arg Asp

65 70
Leu GIn Met Asn Ser Leu Lys Pro Glu
85
Thr Ile Gly Gly Ser Leu Ser Arg Ser
100 105

Val Ser Ser

Ser Ser

10

Gly Leu Val Gln Pro Gly Asn

10 15
Gly Phe Thr Phe Arg Ser Phe
30
Gly Lys Glu Pro Glu Trp Val
45
Thr Leu Tyr Ala Asp Ser Val
60

Asn Ala Lys Thr Thr Leu Tyr

75 80
Asp Thr Ala Val Tyr Tyr Cys
90 95
Ser Gln Gly Thr Gln Val Thr
110
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115
<210> 150
<211> 114
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 150

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Thr Gly Gly

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

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

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

Ser Ser

<210> 151

<211> 122

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 151

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

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

Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Glu Asn Leu Asn Leu Val

65 70 75 80
Tyr Leu Gln Met Asn Asn Leu Asn Pro Asp Asp Thr Ala Val Tyr Tyr
85 90 95
Cys Asn Ala Leu Leu Ser Arg Ala Val Ser Gly Ser Tyr Val Tyr Trp
100 105 110
Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 152
<211> 118
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 152

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 Thr Ser Arg Ile Gly Thr Ile Ser Asn Ile

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

50 55 60

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

65 70 75 80

Leu GIn Met Asn Ser Leu Asn Pro Glu Asp Thr Ala Val Tyr Phe Cys
85 90 95

His Ala Leu Leu Pro Arg Ser Pro Tyr Asn Ser Trp Gly Gln Gly Thr
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SIHEdl

100 105 110

Gln Val Thr Val Ser Ser

<210>
<211>
<212>

<213>

115
153
116
PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

153

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1

5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Ser Ile Ile Pro Asn Ile Tyr

20 25 30

Ala Met Gly Trp Tyr Arg Gln Ala Pro Gly Lys Gln Arg Glu Leu Val

35 40 45

Ala Ser Ile Glu Asn Gly Leu Pro Ala Asn Tyr Ala Asp Ser Val Lys

50

55 60

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

65

70 75 80

GIn Met His Ser Leu Lys Ser Glu Asp Thr Ala Val Tyr Tyr Cys Tyr

85 90 95

Ala Phe Arg Pro Gly Val Pro Thr Thr Trp Gly Gln Gly Thr Gln Val

100 105 110

Thr Val Ser Ser

<210>

<211>

<212>

<213>

115
154
116
PRT

Artificial Sequence

<220><223

> Synthetic Construct

<400>

154

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

50 55 60

Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Phe Tyr Leu
65 70 75 80
GIn Met Asn Asp Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asp
85 90 95
Ala Leu Leu Ile Ala Gly Gly Val Tyr Trp Gly Gln Gly Thr Gln Val
100 105 110
Thr Val Ser Ser
115
<210> 155
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223
> Synthetic Construct
<400> 155
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Thr Ala Ser Gly Arg Thr Ile Ser Thr Thr
20 25 30
Val Met Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val
35 40 45
Ala Ala Val His Trp Gly Asp Gly Asn Thr Val Tyr Ala Asp Ser Val

50 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Lys Asn Thr Val Tyr
65 70 75 80

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

- 166 -

ZIHSd 10-2025-0068795



85 90 95
Ala Ala Arg Pro Pro Thr Tyr Val Gly Thr Ser Arg Asn Ser Arg Ser
100 105 110
Tyr Asp Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser

115 120 125

<210> 156

<211> 125

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 156

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Val Val Ser Gly Arg Ala Ile Asp Arg Asn
20 25 30

Ala Met Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Ser Val

35 40 45

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

100 105 110

Asp Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120 125

<210> 157

<211> 120

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct
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<400> 157

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Thr Cys Thr Ala Ser
20 25

Val Met Gly Trp Tyr Arg Gln Ala Pro

35 40
Ala Ile Ile Thr Ala Ser Gly Asn Thr
50 55
Gly Arg Phe Thr Ile Ser Arg Asp Asn
65 70
GIn Met Asn Asn Leu Lys Pro Asp Asp
85

Val Leu Leu Ser Gly Ala Val Ser Gly

100 105

Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 158
<211> 130
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 158
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Thr Leu Ser Cys Ala Ala Ser

20 25

Ala Met Gly Trp Phe Arg Gln Ala Pro
35 40
Ala Ala Ile Ser Trp Ser Gly Arg Pro
50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp

Gly Leu Val Gln Ala Gly Gly

10 15

Glu Thr Ser Phe Asp Ile Asn
30

Gly Lys Gln Arg Glu Leu Val

45
Glu Tyr Ala Asp Ser Ala Lys
60
Thr Lys Asn Thr Val Ala Met
75 80
Thr Ala Val Tyr Tyr Cys Tyr
90 95

Val Tyr Ala His Trp Gly Gln

110

Gly Leu Val Gln Ala Gly Gly
10 15
Gly Arg Thr Asp Ser Arg Tyr

30

Gly Lys Glu Arg Glu Leu Met
45
Thr Tyr Tyr Ala Asp Ser Val
60

Asn Ala Lys Asn Thr Val Ser
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65 70 75
Leu GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr

85 90

Ala Tyr Lys Arg Leu Pro Ala Trp Tyr Thr Gly Ser Ala Tyr
100 105 110
Gln Glu Ser Glu Tyr Asp Tyr Trp Gly Gln Gly Thr Gln Val
115 120 125
Ser Ser
130
<210> 159
<211> 118
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 159
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro

1 5 10

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

65 70 75

Leu Gln Met Asn Ser Leu Asn Pro Glu Asp Thr Ala Val Tyr
85 90
His Ala Leu Ile Pro Arg Ser Pro Tyr Asn Val Trp Gly Gln
100 105 110
GIn Val Thr Val Ser Ser
115

<210> 160
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<211> 126

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 160

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

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

65 70 75 80

Leu Gln Met Asn Tyr Leu Lys Pro Glu Asp Thr Ser Val Tyr Tyr Cys
85 90 95
Ala Ala Arg Pro Pro Thr Tyr Val Gly Thr Ser Arg Asp Ser Arg Ala
100 105 110
Tyr Asp Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120 125
<210> 161
<211> 117
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 161

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 Glu Ser Ile Ser Ser Asp Ser
20 25 30

Pro Met Ala Trp Tyr Arg Gln Ala Pro Gly Lys Gln Arg Glu Met Val
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35 40
Ala Arg Ile Leu Pro Ile Gly Pro Pro Asp Tyr
50 55

Asp Arg Phe Ser Ile Ser Arg Glu Asn Ala Lys

65 70 75
GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Ala
85 90
Leu Leu His Leu Pro Ser Gly Leu Asn Tyr Trp
100 105
Val Thr Val Ser Ser
115
<210> 162
<211> 109
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 162

Glu Val Gln Leu Val Glu Ser Gly Gly Asp Leu

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

Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr

65 70 75
Asn Ser Leu Lys Pro Glu Asp Thr Gly Val Tyr
85 90
Asn Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105

<210> 163

45
Ala Asp Ala Val Lys
60

Asn Thr Val Tyr Leu

80
Val Tyr Tyr Cys Asn
95
Gly Gln Gly Thr Gln

110

Val Gln Ala Gly Gly

15
[le Ser Ser Ala Met
30
Glu Leu Val Ala Leu
45
Ser Val Lys Gly Arg
60

Val Tyr Leu Gln Met

80
Tyr Cys Asn Ser Leu
95

Ser Ser

- 171 -

ZIHSd 10-2025-0068795



<211> 124

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 163

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15

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

65 70 75 80

Glu Met Ser Asp Leu Lys Leu Glu Asp Thr Ala Asp Tyr Tyr Cys Ala
85 90 95
Ala Ser Thr Arg His Gly Thr Asn Leu Val Leu Pro Arg Asp Tyr Asp
100 105 110
Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 164
<211> 118
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 164

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 Thr Ser Arg Ile Gly Thr Ile Ser Asn Ile
20 25 30

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

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

65 70 75 80
Leu GIn Met Asn Ser Leu Asn Pro Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
His Ala Leu Leu Pro Arg Ser Pro Tyr Asn Ala Trp Gly Gln Gly Thr
100 105 110
GIn Val Thr Val Ser Ser
115
<210> 165
<211> 116
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 165

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

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

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

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

Thr Val Ser Ser
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<210>
<211>
<212>

<213>

=T

115
166
118
PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

166

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1

5 10 15

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

20 25 30

Arg Met Gly Trp Phe Arg Gln Ala Pro Gly Ala Glu Arg Glu Phe Val

35 40 45

Gly Thr Ile Tyr Trp Ser Thr Gly Arg Ser Tyr Tyr Gly Asp Ser Val

50

55 60

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

65

70 75 80

Leu Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Gly Val Tyr Tyr Cys

85 90 95

Ala Ser Gly Pro Glu Asn Ser Ala Phe Asp Ser Trp Gly Gln Gly Thr

100 105 110

Gln Val Thr Val Ser Ser

<210>

<211>

<212>

<213>

115
167
124
PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

167

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Asp

1

5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Pro Phe Ser Ser Tyr
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20 25
Thr Met Gly Trp Phe Arg Gln Ala Pro
35 40
Ala Thr Ile Ser Trp Ser Gly Gly Ile
50 55

Glu Gly Arg Phe Ser Ile Ser Arg Asp

65 70
Leu Gln Met Asn Ser Leu Lys Pro Glu
85

Ala Ala Thr Glu Leu Arg Thr Trp Ser
100 105

Tyr Trp Gly Gln Gly Thr Gln Val Thr

115 120

<210> 168

<211> 126

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 168

Glu Val Gln Leu Val Glu Ser Gly Gly
1 5

Ser Leu Arg Leu Ser Cys Thr Ala Ser

20 25
Val Met Ala Trp Phe Arg Gln Ala Pro
35 40

Ala Ala Val His Trp Gly Asp Glu Ser

50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp

65 70

Leu GIn Met Asn Tyr Leu Lys Pro Glu
85

Ala Ala Arg Pro Pro Thr Tyr Val Gly

Gly Lys

Lys Tyr

Asn Ala

75
Asp Thr
90

Arg Gln

Val Ser

Gly Leu
10

Gly Arg

Gly Lys

Thr Val

Asn Ala

75
Asp Thr
90

Ser Ser

30
Glu Arg Asp Phe Val
45
Tyr Ala Asp Ser Val
60

Lys Asn Met Val Tyr

80
Ala Val Tyr Tyr Cys
95
Thr Phe Glu Tyr Asp
110

Ser

Val Gln Ala Gly Gly
15
Thr Ile Ser Thr Thr
30
Glu Arg Glu Phe Val
45
Tyr Ala Asp Ser Val

60

Lys Asn Thr Val Tyr

80

Ser Val Tyr Tyr Cys
95

Arg Ser Ser Arg Ala
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100 105
Tyr Asp Tyr Trp Gly Gln Gly Thr Gln Val Thr
115 120
<210> 169
<211> 120
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 169

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1 5 10

Ser Leu Arg Leu Ser Cys Val Val Ser Gly Ser
20 25

Val Met Ala Trp Tyr Arg Gln Ala Pro Gly Lys

35 40

Ala Arg Ile Thr Ser Gly Gly Asp Ile Asp Tyr
50 95
Gly Arg Phe Thr Ile Ser Thr Asn Gly Ala Lys
65 70 75
GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Ala
85 90
Val Leu Leu Ser Arg Ser Ser Ala Gly Arg Tyr

100 105

Gly Thr Gln Val Thr Val Ser Ser
115 120

<210> 170

<211> 112

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 170

Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu

110
Val Ser Ser

125

Val Gln Ala Gly Gly
15
Ile Leu Asp Ile Asn
30
GIn Arg Glu Phe Val

45

Ala Asp Pro Val Lys

60

Asn Thr Val Tyr Leu
80

Ala Tyr Tyr Cys Asn

95
Thr His Trp Gly Gln
110

Val Gln Pro Gly Gly
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1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

Asp Met Gly Trp Tyr Arg Gln Ala Pro

35 40
Ala Ile Ile Thr Gln Ser Gly Ser Thr
50 55

Gly Arg Phe Thr 1

e Ser Arg Asp Asn

65 70

GIn Met Asn Ser Leu Lys Pro Glu Asp
85

Leu Val Gly Val Thr Trp Gly Gln Gly

100 105
<210> 171
<211> 120
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 171
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Thr Leu Ser Cys Ala Ala Ser
20 25

Gly Ile Gly Trp Phe Arg Gln Ala Pro

35 40
Ala Ala Ile Ser Arg Thr Gly Gln Thr
50 55
Arg Phe Thr Ile Ser Arg Asp Asn Ala
65 70
Met Asn Ser Leu Lys Pro Glu Asp Thr

85

10

Gly Phe Pro Phe

Glu Lys Gln Arg

45
Asp Tyr Ala Asp
60
Ala Lys Asn Thr
75
Thr Ala Val Tyr
90

Thr Gln Val Thr

Gly Leu Val Gln
10

Gly Arg Thr Phe

Gly Lys Glu Arg

45
Thr His Tyr Ala
60
Lys Asn Thr Val
75
Ala Val Tyr Tyr

90

Ser

30

Ser

Leu

Tyr

Val

110

Asp

Tyr

Cys
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Leu

Ser

Val

Tyr

Cys

95

Ser

15

Ser

Phe

Ser

Leu

Ala

95

Tyr

Val

Lys

Leu

80

Arg

Ser

Tyr

Val

80

Ala
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Arg Thr Gly Gly Pro Ile Tyr Gly Ser Glu Tyr His Tyr Trp Gly Gln

100

Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 172
<211> 124
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 172

105

110

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Asp

1 5

10

15

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

20

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

85

25

Pro Gly Lys

Ile Lys Tyr

Asp Asn Ala

75

Glu Asp Thr
90

30

Gly Arg Glu Phe Val

Tyr
60

Lys

45

Ala Asp Phe Val

Asn Met Val Tyr
80

Ala Val Tyr Tyr Cys

95

Ala Ala Thr Leu Leu Arg Thr Trp Ser Arg Gln Thr Asn Glu Tyr Glu

100

Tyr Trp Gly Gln Gly Thr Gln Val

115 120
<210> 173
<211> 118
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 173

105

Thr Val Ser

Ser

110
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Glu Val GIn Leu Val
1 5

Ser Leu Arg Leu Ser

20
Asp Leu Met Asn Trp
35
Val Ala Ser Leu Gln
50
Arg Gly Arg Phe Thr
65

Leu Gln Met Asn Ser

85
His Ala Leu Leu Pro
100

GIn Val Thr Val Ser
115
<210> 174
<211> 132
<212> PRT

<213>

Glu Ser Gly Gly Gly
10

Cys Thr Ser Arg Ile

25
Tyr Arg Gln Ala Pro
40
Ser Thr Gly Thr Thr
55
Ile Ser Arg Asp Asn
70

Leu Asn Pro Glu Asp

90
Arg Ser Pro Tyr Asn
105

Ser

Artificial Sequence

<220><223> Synthetic Construct

<400> 174
Glu Val GIn Leu Val
1 5

Ser Leu Arg Leu Ser

20
Leu Ser Pro Tyr Ala
35
Arg Glu Phe Val Ser

50

Glu Ser Gly Gly Gly
10

Cys Ala Ala Ser Gly

25
Val Gly Trp Phe Arg
40
Thr Ile Thr Ser Gly

55

Asp Ser Val Lys Gly Arg Phe Thr Leu Ser

65

70

Leu Val

Gly Thr

Gly Lys

Asp Tyr

60
Ala Lys
75

Thr Ala

Val Trp

Leu Val

Arg Thr

Gln Ala

Gly Ser
60
Arg Asp

75

Gln Pro Gly Gly
15

Ile Ser Asn Ile

30

Gln Arg Glu Phe

Ala Asp Ser Val

Asn Thr Leu Phe
80

Val Tyr Tyr Cys

95
Gly Gln Gly Thr

110

Gln Ala Gly Gly
15

Phe Ser Gly Ile

30
Pro Gly Lys Gly
45

Ala Ile Tyr Thr

Asn Ala Lys Asp

80
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Thr Val Tyr Leu Gln Met Asn Ser Leu

85
Tyr Tyr Cys Ala Val Arg Thr Arg Arg
100 105

Val Pro Gln Glu Asn Glu Tyr Gly Tyr

115 120
Thr Val Ser Ser

130

<210> 175
<211> 120
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 175

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5
Ser Leu Arg Leu Ser Cys Ala Ala Pro
20 25
Val Met Ala Trp Tyr Arg Gln Ala Pro
35 40
Ala Arg Val Ala Ile Asp Asn Asn Thr
50 95

Gly Arg Phe Thr Ile Ser Arg Asp Asn

65 70
GIn Met Asn Asn Leu Lys Pro Asp Asp
85
Val Leu Leu Ser Arg Gln Ile Ser Gly
100 105

Gly Thr GIn Val Thr Val Ser Ser

115 120
<210> 176

<211> 133

Lys Pro Glu Asp Thr Ala Val

90 95

Tyr Gly Ser Asn Leu Gly Glu
110

Trp Gly Gln Gly Thr Gln Val

125

Gly Leu Val Gln Ala Gly Gly

10 15
Glu Thr Gly Ala Thr Ile Asn
30
Gly Lys Gln Arg Glu Leu Val
45
Asp Tyr Ala Asp His Ala Lys
60

Thr Lys Asn Thr Val Tyr Leu

75 80
Thr Ala Val Tyr Tyr Cys Asn
90 95
Ser Tyr Gly His Trp Gly Gln

110
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<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 176

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

50 95 60

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

115 120 125

Val Thr Val Ser Ser
130
<210> 177
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 177
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Thr Ala Ser Gly Arg Thr Ile Ser Thr Thr

20 25 30

- 181 -

10-2025-0068795



Val Met Gly Trp

35

Ala Ala Val His

50

Lys Gly Arg Phe

65

Leu Gln Met Asn

Ala Ala Lys Pro

Tyr Val Tyr Trp

115
<210> 178
<211> 120

<212> PRT

Phe Arg Gln Ala Pro

40

Trp Gly Asp Glu Gly
55
Thr Ile Ser Arg Asp
70
Ala Leu Lys Pro Glu
85
Pro Thr Tyr Val Gly

105

Gly Gln Gly Thr Gln

120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 178

Glu Val Gln Leu Val Glu Ser Gly Gly

1

5

Ser Leu Thr Leu Ser Cys Ala Ala Ser

25

Val Met Ala Trp Tyr Arg Gln Ala Pro

35

40

Ala Ser Met Thr Ile Gly Gly Arg Thr

50

55

Gly Arg Phe Thr Ile Ser Arg Asp Asn

65

70

Gly Lys

Thr Val

Asn Ala

75
Asp Thr
90

Thr Ser

Val Thr

Gly Leu
10

Gly Ser

Gly Lys

Asn Tyr

Thr Lys

75

GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Ala

85

90

Ala Leu Leu Asp Arg Gly Ile Gly Gly Asn Tyr

Glu Arg

45

Tyr Ala

60

Lys Asn

Ser Val

Arg Ser

Val Ser

125

Val Gln

Gly Phe

Gln Arg

45
Lys Asp
60

Asn Thr

Val Tyr

Val Tyr

Glu Phe Val

Asp Ser Val

Thr Val Tyr

80

Tyr Tyr Cys
95

Ser Arg Ala

110

Ser

Ala Gly Asp
15

Ser Ile Asn

30

Asp Leu Val

Ser Leu Lys

Ala Tyr Leu
80
Tyr Cys Tyr
95

Trp Gly Gln
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100 105 110

Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 179
<211> 125
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 179
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Leu Thr Phe Ser Asp Tyr

20 25 30

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

85 90 95

Ala Ala Asp Arg Asp Ile Ala Tyr Asp Ala Arg Leu Thr Ala Glu Tyr
100 105 110
Asp Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120 125
<210> 180
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 180
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15
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Ser Leu Arg Leu

20
Val Met Gly Trp
35
Ala Ala Val His
50
Lys Gly Arg Phe
65

Leu Gln Met Asn

Ala Ala Arg Pro

100

Tyr Asp Tyr Trp
115
<210> 181
<211> 123
<212> PRT

<213>

Ser

Phe

Trp

Thr

Tyr

85

Pro

Gly

Cys Thr Ala Ser

25
Arg Gln Ala Pro
40
Gly Asp Glu Ser
55
[le Ser Arg Asp
70

Leu Lys Pro Glu

Thr Tyr Val Gly
105
Gln Gly Thr Gln

120

Artificial Sequence

<220><223> Synthetic Construct

<400> 181

Gly Arg

Gly Lys

Thr Val

Asn Ala

75

Asp Thr

90

Thr Ser

Val Thr

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1

5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20

25

Ser Ile Asn Asp Met Ala Trp Tyr Arg

35

40

Glu Leu Val Ala Ser Ile Thr Ile His

50

55

Ser Ala Lys Gly Arg Phe Thr Ile Ser

65

70

10

Val Ala

Gln Ala

Asn Asn

Arg Asp

75

Val Tyr Leu Gln Met Thr His Leu Lys Pro Asp

Thr Ile Ser

30
Glu Arg Glu
45
Tyr Ala Asp
60

Lys Asn Thr

Ala Val Tyr

Arg Ser Ser
110
Val Ser Ser

125

Val Gln Ala

Ser Glu Thr
30
Pro Gly Lys
45
Arg Asp Tyr
60

Asp Thr Lys

Asp Thr Ala

- 184 -

Thr Thr

Phe Val

Ser Val

Val Tyr

80

Tyr Cys

95

Arg Ala

Ile Val

Gln Arg

Ala Asp

Asn Thr

80

Val Tyr
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85 90 95
Tyr Cys Thr Val Leu Leu Ser Arg Ala Leu Ser Gly Ser Tyr Arg Phe
100 105 110

Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 182
<211> 123
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 182

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

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

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

65 70 75 80
Val Tyr Val Gln Met Asn Asn Leu Lys Ser Glu Asp Thr Ala Val Tyr
85 90 95
Tyr Cys Tyr Cys Ala Leu Asp Arg Ala Val Ala Gly Arg Tyr Thr Tyr
100 105 110
Trp Gly GIn Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 183
<211> 124
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct
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<400> 183

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 Glu Ala Ser Gly Ile Ser Leu Asn Asp Tyr

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

50 55 60

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

<210> 184

<211> 124

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 184

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Ala Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Phe Ser Gly Gly Arg Phe Ser Asp Tyr

20 25 30

Gly Met Ala Trp Phe Arg Gln Gly Pro Gly Lys Glu Arg Glu Phe Val

35 40 45

Ser Arg Ile Ser Gly Asn Gly Arg Gly Thr Gln Tyr Thr Asp Ser Val

50 55 60

Ser Gly Arg Phe Ile Ile Ser Arg Asp Asn Asp Lys Asn Thr Val Tyr
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65 70
Leu GIn Met Asn Asp Leu Lys Val
85
Ala Arg Gly Ser Gly Pro Ser Ser
100

Tyr Trp Gly Gln Gly Thr Gln Val

115 120
<210> 185
<211> 113
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 185
Glu Val Gln Leu Val Glu Ser Gly
1 5
Ser Leu Thr Leu Ser Cys Val Leu

20

Thr Met Gly Trp His Arg Gln Ala

35 40

Ala Ile Thr Thr Ser Gly Gly Thr
50 55
Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Arg Met Asn Asn Leu Lys Pro Glu
85
Ala Ser Leu Ala Gly Ile Trp Gly

100

Ser

<210> 186
<211> 120

<212> PRT

75 80
Glu Asp Thr Ala Ile Tyr Tyr Cys
90 95
Phe Asn Glu Gly Ser Val Tyr Asp
105 110

Thr Val Ser Ser

Gly Gly Leu Val Gln Ser Gly Gly
10 15

Ser Gly Ser Ile Phe Ser Ser Asn

25 30

Pro Gly Lys Gln Arg Glu Trp Val

45

Thr Lys Tyr Ala Asp Ser Val Lys
60
Asn Ala Lys Asn Thr Val Tyr Leu
75 80
Asp Thr Gly Val Tyr Phe Cys Tyr
90 95
Gln Gly Thr Gln Val Thr Val Ser

105 110
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<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 186

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala
20

Val Met Gly Trp Tyr Arg Arg Ala

35 40

Ala Thr Met Thr Ile Asp Tyr Asn
50 55
Gly Arg Phe Thr Ile Ser Arg Asp
65 70
GIn Met Asn Asn Leu Arg Pro Asp
85
Val Asp Leu Ser Arg Gln Ile Ser

100

Gly Thr Gln Val Thr Val Ser Ser
115 120

<210> 187

<211> 125

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 187

Glu Val GIn Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ile

20

Gly Met Ser Trp Val Arg Gln Ala

35 40

Ser Ser Ile Ser Ser Gly Ser Ser

Gly Gly Leu Val Gln Ala Gly Gly
10 15

Pro Glu Thr Glu Ala Thr Tyr Asn

25 30

Pro Gly Lys Gln Arg Glu Leu Val

45

Thr Asn Tyr Ala Asp Ser Ala Lys
60
Asn Thr Lys Asn Thr Val Tyr Leu
75 80
Asp Thr Ala Val Tyr Tyr Cys Arg
90 95
Gly Ser Tyr Asn Tyr Trp Gly Gln

105 110

Gly Gly Leu Val Gln Pro Gly Glu
10 15

Ser Gly Phe Ala Phe Thr Asp Val

25 30

Pro Gly Lys Gly Leu Glu Trp Val

45

Ile Thr Thr Tyr Ser Asp Ser Val
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50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp

65 70

Leu GIn Met Asn Ser Leu Lys Pro Glu

85

Asn Ala
75
Asp Thr

90

Gly Arg Tyr Tyr Cys Thr Gly Leu Gly Cys His

100

105

Ala Leu Trp Gly Gln Gly Thr Gln Val

115 120
<210> 188
<211> 127
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 188

Thr Val

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1 5
Ser Leu Arg Leu Ser Cys Arg Ala

20

Ser

25

10

Gly Phe

Ala Met Gly Trp Val Arg Gln Ala Pro Gly Lys

35 40

Ser Ser Ile Ser Ser Leu Gly Ser Asp Arg Lys

50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala

65 70

75

Leu Gln Met Asn Ser Leu Lys Pro Glu Asp Thr

85

Ala Arg Phe Ile Ser Asn Arg Trp
100

Asp Phe Gly Ser Arg Gly Gln Gly

115 120

<210> 189

Ser
105

Thr

90

Arg Asp

GIn Val

60
Arg Asn Thr Leu Phe
80
Ala Val Tyr Tyr Cys
95

Pro Arg Arg Asp Ser

110
Ser Ser

125

Val Gln Pro Gly Gly
15
Thr Tyr Ser Thr Ala

30

Gly Leu Glu Trp Val
45
Ser Ala Asp Ser Val
60
Lys Asn Thr Leu Tyr
80
Ala Val Tyr Tyr Cys

95

Val His Ala Pro Ser
110
Thr Val Ser Ser

125
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SIS

<211> 122

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 189

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

Ser Leu Arg Leu Ser Cys Ala Ala Phe Gly Phe Thr Phe Asp Asn Tyr

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

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

85 90 95
Ala Ala Ala Glu Gly Ser Trp Cys His Lys Tyr Glu Tyr Asp Tyr Trp
100 105 110

Gly Gln Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 190
<211> 125
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 190
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Glu

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Thr Ser Asp Leu Tyr
20 25 30

Val Val Gly Trp Phe Arg Gln Thr Pro Gly Lys Glu Arg Glu Phe Val
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35 40

45

Ala Gly Ile Ala Trp Thr Gly Asp Ala Ser Tyr Tyr Ala Asp Ser

50

55

Glu Gly Arg Phe Thr Ile Ala Arg Asp

65

70

Leu Gln Met Thr Ser Leu Lys Pro Glu

85

Ala Ala Asp Ser Arg Ala Arg Phe Glu

100

105

Asn Tyr Trp Gly Gln Gly Thr Gln Val

<210>

<211>

<212>

<213>

115 120
191

120
PRT

Artificial Sequence

<220><223> Synthetic Construct

<400>

191

Glu Val Gln Leu Val Glu Ser Gly Gly

1

5

Ser Leu Arg Leu Ser Cys Ile Ala Ser

20

Val Met Gly Trp Tyr Arg Gln Ala

35 40

Ala Ser Ile Pro Thr Thr Gly Asp

50

Gly Arg Phe Thr

65

55

70

25

Pro

Lys

GIn Met Asn Asn Leu Lys Pro Asp Asp

85

Val Leu Leu Ser Arg Ala Val Ser

100

Gly Thr GIn Val Thr Val Ser Ser

Gly

105

60
Asn Ala Glu Asn Arg Ile

75

Asp Thr Ala Val Tyr Tyr

90 95

Arg Gln Arg Tyr Asn Asp
110

Thr Val Ser Ser

125

Gly Leu Val Gln Ala Gly

10 15
Val Thr Ile Ala Asp Ile
30
Gly Lys Gln Arg Glu Phe
45
Asn Tyr Ala Glu Ser Ala
60

Ile Ser Arg Asp Asn Ser Gln Asn Thr Val Ala

75
Thr Ala Val Tyr Tyr Cys
90 95
Ser Tyr Gly His Trp Gly

110
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Val

Asp

80

Cys

Met

Asn

Val

Lys

Met

80

Tyr

Gln
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115 120
<210> 192
<211> 123
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 192

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Val Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Ser Ile Val Asp Ile Lys
20 25 30
Val Met Gly Trp Tyr Arg Gln Ala Pro Gly Asn Glu Arg Glu Leu Val
35 40 45
Ala Leu Ile Asn Asp Ala Asp Asp Ser Glu Tyr Ser Pro Ser Met Arg

50 95 60

Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Val Tyr Leu
65 70 75 80
GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Ala Tyr Tyr Cys Ala
85 90 95
Ala Asp Arg Asp Ser Ser Trp Phe Lys Ser Pro Tyr Ile Pro Gly Ser
100 105 110
Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 193

<211> 120

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 193

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15

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

Ala Arg Leu Pro Leu Asp Asn Asn Ile Asp Tyr Gly Asp Phe Ala Lys

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

Gly Thr Gln Val Thr Val Ser Ser

115 120

<210> 194

<211> 120

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 194

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Ile Asp Gly Asp Ile Asn
20 25 30

Val Met Ala Trp Tyr Arg Gln Ala Pro Gly Lys Gln Arg Glu Leu Val

35 40 45

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

Thr Leu Leu Ser Arg Val His Asp Gly GIn Tyr Val Phe Trp Gly Gln
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100 105 110

Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 195
<211> 125
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 195
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Val Ala Ser Glu Asp Ala Phe Lys Thr Asp
20 25 30

Thr Leu Gly Trp Phe Arg Gln Ala Pro Gly Glu Glu Arg Glu Phe Val

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

Ala Ser Leu Ser Arg Leu Arg Val Gly Glu Ile Thr Pro Arg His Met

100 105 110

Asn Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser

115 120 125
<210> 196
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 196

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

- 194 -

SIHS31 10-2025-0068795



1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro
35 40
Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Asn Ser Lys Asp
65 70
Leu Gln Met Asn Ser Leu Lys Pro Glu

85

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr
100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Gln
115 120

<210> 197

<211> 124

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 197

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25
Asn Met Gly Trp Phe Arg Gln Ala Pro
35 40
Thr Ala Ile Asp Trp Ser Gly Gly Arg

50 55

10

Gly Arg Ala Phe Ser

30

Gly Lys Glu Arg Glu

45

Thr Leu Tyr Ala Asp

60

Asn Ala Lys Asn Arg

75

Asp Thr Ala Val Tyr

90

Ser Ser Met Arg Ser

110

Val Thr Val Ser Ser

Gly Leu Val Gln

10

125

Gly Arg Thr Phe Ser

30

Gly Glu Glu Arg Glu

45

Thr Tyr Tyr Ala Asp

60

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

65 70

75

- 195 -

15

Asp

Phe

Ser

Met

Tyr
95

Asp

Ala Gly

15

Ser

Phe

Ser

Val

Tyr

Val

Val

Ser

80

Cys

Ser

Ser

Val

Val

Tyr

80
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Leu Gln Met Asp

Ala Ala Gln Gly

100

Tyr Trp Gly Gln
115
<210> 198
<211> 115

<212> PRT

Ser Leu Lys Pro

85

Ser Gly Leu Asp

Gly Thr Gln Val

120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 198
Glu Val GIn Leu
1

Ser Leu Lys Leu
20
Ser Met Ala Trp
35
Ala Glu Met Leu
50
Gly Arg Phe Thr

65

Met Ser Ser Leu

Glu Asp Thr Ala Val Tyr Tyr Cys

95

Trp Gly Tyr Pro Trp Thr Tyr Asp

105

Thr Val Ser Ser

110

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

5

Ser Cys Ala Thr

Tyr Arg Gln Ala

40

Trp Gly Gly Thr
95

Ile Ser Gly Asp

70

Lys Pro Glu Asp

85

15

Ser Gly Ser Val Leu Asn Ile Asp

25

30

Pro Gly Lys Gln Arg Glu Leu Val

45

Lys Asn Tyr Gly Asp Ser Val Lys

Ala Asp Trp Gly Thr Glu Leu Gln

80

Thr Ala Val Tyr Tyr Cys Asn Ala

95

Val Gly Arg Gly Phe Arg Asp Ala Trp Gly Gln Gly Thr Gln Val Thr

100
Val Ser Ser
115
<210> 199
<211> 116

<212> PRT

<213> Artificial Sequence

105

110
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<220><223> Synthetic Construct
<400> 199
Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Val Ala Ser
20 25
Asp Met Gly Trp Tyr Arg Gln Ala Pro
35 40
Gly Tyr Val Thr Arg Asp Gly Thr Thr
50 55
Gly Arg Ser Ile Ile Ser Glu Asp Ile

65 70

GIn Met Asn Ser Leu Lys Pro Glu Asp
85
Ala Gly Leu Thr Asn Gln Pro Arg Ala
100 105
Thr Val Ser Ser
115
<210> 200
<211> 119
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 200
Glu Val GIn Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Val Met Gly Trp Tyr Arg GIn Thr Pro
35 40

Ala Ala Ile Asn Arg Gly Gly Ser Thr

50 55

Gly Leu Val Gln Ala Gly Gly

10 15

Gly Ser Gly Phe Gly Ile Leu
30
Gly Ser Arg Arg Glu Leu Val
45
Asn Tyr Gly Asn Ser Val Lys
60
Thr Lys Asn Thr Val Ile Leu

75 80

Thr Ala Val Tyr Phe Cys Thr
90 95
Trp Gly Gln Gly Thr Gln Val

110

Gly Leu Val GIn Pro Gly Gly

10 15

Gly Ser Val Ser Ser Ile Asn
30
Gly Lys Gln Arg Glu Leu Val
45
Asn Val Ala Asp Ser Val Lys

60
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Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val Tyr Leu

65 70 75 80

GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95
Ala Glu Pro Tyr Gly Leu Asp Trp Arg Tyr Asp Tyr Trp Gly Gln Gly
100 105 110
Thr Gln Val Thr Val Ser Ser
115
<210> 201
<211> 129
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 201
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Glu Gln Ala Gly Gly

1 5 10 15

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

65 70 75 80

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

Ser
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SIS

<210> 202
<211> 118
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 202

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15

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

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

50 95 60

Lys Gly Arg Phe Ile Ile Ser Gly Asp Asn Ala Lys Asn Thr Ile His
65 70 75 80
Leu Gln Met Asn Ser Leu Lys Pro Gly Asp Thr Gly Val Tyr Tyr Cys
85 90 95
Ala Ser Gly Pro Glu Met Ser Ala Phe Asp Ser Trp Gly Gln Gly Thr
100 105 110
GIn Val Thr Val Ser Ser
115
<210> 203
<211> 127
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 203

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 Gly Phe Thr Leu Asp Asp Tyr

20 25 30
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Ala Ile Gly Trp Phe
35
Ser Cys Ile Ser Ser

50

Lys Gly Arg Phe Thr
65
Leu Gln Met Asn Ser
85
Ala Thr Gly Thr Pro
100
Asp Met Ala Tyr Trp

115

<210> 204
<211> 124
<212> PRT

<213>

Arg Gln Ala Pro

40

Ser Asp Gly Ser

55

[le Ser Arg Asp

70

Leu Lys Pro Glu

Leu Ser Ser Tyr

105

Gly Gln Gly Thr

Artificial Sequence

120

<220><223> Synthetic Construct

<400> 204

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20

25

Gly Met Ala Trp Phe Arg Gln Ala Pro

35

40

Ala Arg Ile Ser Ser Asn Gly Arg Arg

50

55

Gly

Thr

Asn

Asp

90

Tyr

Gly
10

Gly

Glu

Thr

Lys

Tyr

Val

Leu

Val

Lys

Glu

Ser Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala

65

70

75

Leu Gln Met Asn Gly Leu Lys Pro Glu Asp Thr

85

90

Glu Arg Glu Gly Val
45
Tyr Gly Asp Ser Val

60

Lys Asn Thr Met Tyr
80
Ala Val Tyr Tyr Cys
95
Ser Cys Leu Asp Tyr
110
Thr Val Ser Ser

125

Val Gln Ala Gly Gly
15
Thr Phe Ser Asn Tyr
30
Glu Arg Glu Phe Val

45

Tyr Ala Asp Gly Val

60

Lys Asn Thr Val Tyr
80

Ala Val Tyr Tyr Cys

95

Ala Arg Ala Ala Gly Pro Ser Gly Phe His Glu Gln Ser Ile Tyr Asp
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100 105 110

Asp Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 205
<211> 123
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 205
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Arg Ser Ile Ser Thr Tyr
20 25 30

Val Ala Gly Trp Phe Arg Gln Gly Pro Gly Lys Glu Arg Glu Phe Val

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

Ser Leu Asp Ala Ser Phe Gly Ser Arg Leu Val Ser Arg Trp Asp Tyr

100 105 110

Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 206
<211> 128
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 206

Glu Val GIn Leu Val Glu Ser Gly Gly Gly Val Val Gln Ala Gly Asp

- 201 -



1 5

10

Ser Leu Thr Leu Thr Cys Thr Ala Pro Val Gly Thr Ile Ser

20 25

Gly Met Gly Trp Phe Arg Gln Ala Pro

35 40

Gly Lys

30

Glu Arg Glu

45

Ala Ser Ile Ser Trp Gly Gly Met Trp Thr Asp Tyr Ala Asp

50 55

60

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

65 70
Leu Arg Met Asn Ser Leu Asn Ala Glu

85

75
Asp Thr

90

Ala Val Tyr

Gly Arg Gly Arg Met Tyr Arg Gly Ile Gly Asn Ser Leu Ala

100 105

110

Lys Ser Tyr Gly Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

115 120
<210> 207
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 207

125

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala

1 5

Ser Leu Arg Leu Ser Cys Ala Gly Ser

20 25

Ala Ile Ala Trp Phe Arg Gln Ala Pro
35 40

Ser Cys Ile Gly Ser Gly Asp Gly Thr

50 55

10

Gly Phe Thr Ser Asp

Gly Lys

Thr Tyr

30

Glu Arg Glu

45

Tyr Ala Asp

60

Lys Gly Arg Phe Ile Ile Ser Ser Glu Asn Ala Lys Lys Thr

65 70

75

- 202 -
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Asp Tyr

Phe Val

Ser Val

Val Tyr

80

Tyr Cys

95

Gln Pro

Ser Ser

Gly Gly

15

Asp Tyr

Gly Val

Ser Val

Val Tyr
30
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Leu Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Gly Ile Tyr
85 90

Ala Ala Asp Leu Tyr Pro Pro Ala Asp Tyr Ala Leu Asp His
100 105 110

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

115 120 125

<210> 208

<211> 113

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 208

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

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

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

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

Ser

<210> 209
<211> 120
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct
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Tyr Cys
95

Thr Trp

Gly Gly

15

Leu Asp

Leu Val

Val Lys

Tyr Leu

80
Cys Tyr
95

Val Ser
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<400> 209

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

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

Gly Arg Phe Thr Val Ser Arg Asp Asn Ala Glu Thr Met Tyr Leu Glu

65 70 75 80
Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Arg Cys Asn Ala
85 90 95
Leu Thr Ser Arg Asp Trp Gly Thr Gly Lys Tyr Val Tyr Trp Gly Gln
100 105 110
Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 210
<211> 111
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 210

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

50 55 60
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Gly Arg Phe Thr Ile Ser Arg Asp Ser Ala Lys Asn Thr Val His Leu

65 70 75

80

GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Gly Val Tyr Tyr Cys Asn

85 90

95

Tyr Met Asp Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser

100 105
<210> 211
<211> 113
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 211

110

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

1 5 10
Ser Leu Lys Leu Ser Cys Thr Ala Ala Gly Thr
20 25
Thr Val Gly Trp His Arg Gln Ala Pro Gly Lys
35 40
Ala Thr Ile Val Gly Ser Gly Ser Arg Thr Asn
50 95

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Pro

65 70 75
Leu Gln Met Asn Ser Leu Lys Pro Glu Asp Thr
85 90
Tyr Ala Thr Ser Ile Gly Trp Gly Gln Gly Thr
100 105

Ser

<210> 212

<211> 132

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

Asp Ile Asn
30
His Arg Glu
45
Tyr Ala Asp
60

Lys Asn Thr

Ala Val Tyr

GIn Val Thr
110
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Ile Val

Leu Val

Ser Val

Val Tyr

80
Tyr Cys
95

Val Ser
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<400> 212

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln

1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Leu Ser Ala Tyr Ala Val Gly Trp
35 40
Arg Glu Phe Val Ser Thr Ile Thr
50 55

Asp Ser Val Lys Gly Arg Phe Thr

65 70

Thr Val Tyr Leu GIn Met Asn Ser
85

Tyr Tyr Cys Ala Val Arg Thr Trp

100

Ser

25

Phe

Ser

Leu

Leu

Pro

105

10

Gly Arg Thr Phe

Arg Gln Ala Pro

30

45

Gly Gly Ser Thr Leu

60

Ser Arg Asp Asn Ala

75

Lys Pro Glu Asp Thr

90

Tyr Gly Ser Asn Arg

110

Ala Gly Gly

15

Ser Gly Ile

Gly Lys Glu

Ser Ala

Lys Asp

80
Ala Val
95

Gly Glu

Val Pro Thr Glu Asn Glu Tyr Gly His Trp Gly Gln Gly Thr Gln Val

115 120
Thr Val Ser Ser
130

<210> 213

<211> 118

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 213

125

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Ala Gly Gly

1 5

10

15

Ser Leu Arg Leu Thr Cys Thr Ala Ser Gly Asn Val Arg Ser Ile Phe

20

25

30

Thr Met Ala Trp Tyr Arg Gln Ala Pro Gly Lys Gln Arg Glu Leu Val

35 40

45
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Ala Ser Ala Ala Lys Gly Gly Asp Thr Tyr Tyr Ala Asp Ser Ala Lys

50 55 60

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

115

<210> 214

<211> 111

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 214

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Val Gly Asp

1 5 10 15

Ser Met Arg Leu Ser Cys Ala Val Phe Gly Asn Ile Phe Thr Arg Asp
20 25 30

Pro Val Met Trp Phe Arg Gln Pro Pro Gly Lys Gln Arg Glu Trp Val

35 40 45

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

Gly Arg Phe Thr Ile Ser Arg Tyr Ala Ala Asn Asn Thr Val His Leu

@

65 70 75 80

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Gly Val Tyr Phe Cys Asn
85 90 95

Phe Gly Thr Tyr Trp Gly GIn Gly Thr GIn Val Thr Val Ser Ser

100 105 110

<210> 215

- 207 -

SIHS31 10-2025-0068795



<211> 120

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 215

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Lys Gly Ala Phe Asn Ile Asn
20 25 30

Val Met Ala Trp Tyr Arg Gln Ala Pro Gly Lys Gln Arg Glu Leu Val

35 40 45

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

100 105 110

Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 216
<211> 122
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 216
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Thr Tyr Ser Ser Tyr
20 25 30

Val Ile Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val
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35 40
Ala Ser Ile Arg Trp Ala Gly Gly Asp Ser

50 55

His

45
Tyr Gln Glu Ser Val

60

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

65 70

75

80

Leu GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys

85 90

Ala Gly Ala Ala Pro Val Pro Gly Gln Ser

100 105
Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 217
<211> 121
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 217

Tyr

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1 5 10

Ser Leu Arg Leu Ser Cys Val Ala Ser Gly Ser

20 25

Pro Met Ala Trp Tyr Arg Gln Ala Pro Gly

35 40

Lys

Ala Ser Ile Thr Lys Gly Gly Ile Thr Asn Tyr

50 55
Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala
65 70
GIn Met Asn Ser Leu Lys Pro Glu Asp Thr

85 90

Lys
75

Asp

Ala Arg Val Lys Leu Gln Glu Asp Arg Leu Phe

100 105

Gln Gly Thr Gln Val Thr Val Ser Ser

95

Glu Trp Ser Ser Trp

110

Val Gln Ala Gly Gly

15

Ala Phe Tyr Val Gly

30

Glu Arg Glu Ser Val
45

Ala Asp Ser Val Lys

60

Asn Thr Val Tyr Leu

80

Val Tyr Val Cys Asn

95

Arg Asp Tyr Trp Gly

110
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115 120
<210> 218
<211> 116
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 218
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Met Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Val Val Ser Gly Ala Ser Gly Asn Ile Asp

20 25 30
Phe Val Thr Val Gly Trp His Arg Gln Ala Pro Gly Lys His Arg Glu
35 40 45
Met Val Ala Val Ile Thr Gly Asp Gly Thr Arg Asn Tyr Arg Asp Ser
50 95 60
Val Lys Gly Arg Phe Ser Ile Ser Arg Asp Asn Ala Lys Asn Thr Ile
65 70 75 80

Tyr Leu Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95
Cys Tyr Met Ser Asn Pro Ile Ser Ser Trp Gly Gln Gly Thr Gln Val
100 105 110

Thr Val Ser Ser

115
<210> 219
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 219
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
1 5 10 15

Ser Arg Arg Leu Ser Cys Ala Val Ser Gly Arg Thr Leu Ser Ser Phe
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20 25
Gly Met Gly Trp Phe Arg Gln Ala Pro
35 40
Ala Ala Ile Thr Trp Gly Gln Gly Gly
50 55
Lys Gly Arg Phe Thr Ile Ser Arg Asp
65 70

Leu GIn Met Asn Asp Leu Lys Pro Asp

85
Val Ser Ala Pro His Phe His Glu Ala
100 105

Tyr Ala Tyr Trp Gly Gln Gly Thr Gln

115 120
<210> 220
<211> 122
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 220
Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Val Ile Gly Trp Phe Arg Gln Ala Pro
35 40
Ala Ser Ile Arg Trp Ala Gly Gly Asp
50 55
Lys Gly Arg Ser Thr Ile Ser Lys Asp

65 70

Leu GIn Met Asn Ser Leu Lys Pro Glu
85

Ala Gly Ala Ala Pro Val Pro Gly Ser

Glu Lys

Thr Phe

Ile Val

75

Asp Thr

90

Phe Pro

Val Thr

Gly Leu
10

Gly Arg

Gly Lys

Ser His

Asn Ala

75

Asp Ala
90

Ser Tyr

30
Pro Arg Glu Phe
45
Tyr Ala Asp Ser
60

Lys Asn Thr Val

Gly Leu Tyr Phe

95

Ser Arg Pro Pro
110
Val Ser Ser

125

Val Gln Ala Gly

15

Thr Tyr Gly Ser
30
Glu Arg Glu Phe
45
Tyr Gly Asp Pro
60

Lys Asn Thr Val

Ala Val Tyr Tyr
95

Glu Trp Thr Asn

-211 -

Val

Val

Tyr

80

Cys

Tyr

Val

Leu

Tyr

80

Cys

Trp
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100 105

Gly Gln Gly Thr Gln Val Thr Val Ser

115 120
<210> 221
<211> 120
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 221

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Thr Met Gly Trp Tyr Arg Gln Ala Pro
35 40
Ala Phe Ile Thr Ser Gly Asp Asp Thr
50 95

Gly Arg Phe Thr Ile Ser Arg Asp Asn

65 70
GIn Met Asn Ser Leu Lys Pro Glu Asp
85
Ala Thr Leu Gly Arg Ser Ser Ser Gly
100 105

Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 222
<211> 127
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 222

110

Ser

Gly Leu Val Gln Ala Gly Gly

10 15
Gly Ser Ile Ser Ser Val Asn
30
Gly Lys Gln Arg Glu Leu Val
45
Asn Tyr Ala Asp Ser Met Lys
60

Ala Lys Asn Thr Leu Tyr Leu

75 80
Thr Ala Val Tyr Tyr Cys Val
90 95
Thr Tyr Thr Tyr Trp Gly Gln
110

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly
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1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Leu Arg Thr Leu Asp

20 25

30

Gly Val Gly Trp Phe Arg Gln Thr Pro Gly Arg Glu Arg Glu

35 40
Ser Ala Val Ser Trp Asn Gly Asp Arg Thr Tyr

50 55

Lys Gly Arg Phe Thr Ile Ser Arg Glu Tyr Ala
65 70 75

Leu Gln Met Asp Ser Leu Lys Pro Glu Asp Thr

85 90
Ala Val Asn Met Tyr Gly Ser Thr Phe Pro Gly
100 105
His Tyr Asp Tyr Trp Gly Gln Gly Thr GIn Val
115 120

<210> 223

<211> 117

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 223

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Ser
20 25

Ala Met Ala Trp Tyr Arg Gln Ala GIn Gly Lys

35 40

Ala Asp Ile Thr Lys Asn Asp Ile Thr Asp Tyr
50 55

Gly Arg Phe Thr Ile Ala Arg Asp Asn Ala Lys

65 70 75

GIn Met Asn Ser Leu Lys Pro Glu Asp Thr Ala

45
Tyr Gln Asp

60

Lys Asn Thr

Ala Val Tyr

Leu Ser Val

110

Thr Val Ser

125

Val Gln Ala

Ile Phe Ser

Gln Arg Glu

45

Ala Asp Ser
60

Asn Thr Val

Val Tyr Tyr
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Asn Tyr

Phe Val

Ser Val

Val Tyr

80
Tyr Cys
95

Glu Ser

Ser

Ile Asn

Leu Val

Val Lys

Asp Leu
80

Cys Thr
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85
Ala Ala Leu Ser Arg His Pro Tyr

100

Val Thr Val Ser Ser
115
<210> 224
<211> 122
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 224
Glu Val Gln Leu Val Glu Ser Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Tyr Ile Ile Trp Phe Arg Gln Pro

35 40

Ser Ser Ile Arg Trp Asn Thr Gly
50 95
Lys Gly Arg Phe Thr Ile Ser Arg
65 70
Leu GIn Met Asn Ser Leu Lys Pro
85
Ala Ala Gly Leu His Leu Thr Pro
100

Gly Gln Gly Thr Gln Val Thr Val
115 120

<210> 225

<211> 120

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

90 95
Arg Ser Trp Gly Gln Gly Thr Gln

105 110

Gly Gly Leu Val Gln Ala Gly Gly
10 15

Ala Gly Arg Ser Leu Ser Asp Tyr

25 30

Pro Gly Lys Glu Tyr Glu Phe Val

45

Ser Thr Thr Tyr Gly Asp Ser Val
60
Asp Asn Ala Lys Ser Thr Val Tyr
75 80
Glu Asp Thr Ala Leu Tyr Trp Cys
90 95
Thr Ser Arg Thr Tyr Asn Tyr Arg

105 110

Ser Ser
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<400> 225

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Pro
20 25

Ser Met Gly Trp Tyr Arg Gln Ala Pro

35 40
Ala Phe Ile Asn Leu Asp Gly Asn Thr
50 55
Gly Arg Phe Thr Ile Ser Arg Asp Asn
65 70
GIn Met Asp Asn Leu Lys Pro Asp Asp
85

Val Leu Leu Ser Arg Ala Ile Ser Gly

100 105

Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 226
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 226
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Leu Ser Pro Tyr Ala Val Gly Trp Phe
35 40
Leu Glu Ala Val Ala Thr Ile Thr Ser
50 95

Asp Ser Val Lys Gly Arg Phe Thr Ile

Gly Leu Val Gln Ala Gly Gly

10 15

Glu Thr Ile Phe Thr Ile Asn
30

Gly Lys Gln Arg Glu Leu Val

45
Asn Tyr Ala Asp Ser Ala Lys
60
Ala Glu Asn Thr Val Tyr Leu
75 80
Thr Ala Val Tyr Tyr Cys Asn
90 95

Ser Tyr Val His Trp Gly Gln

110

Gly Leu Val Gln Pro Gly Gly
10 15
Gly Arg Thr Phe Ser Gly Ile

30

Arg Gln Ala Pro Gly Gln Gly
45
Gly Gly Ser Ala Ile Tyr Thr
60

Ser Arg Asp Asn Ser Lys Asn
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65 70
Thr Leu Tyr Leu Gln Met Asn Ser Leu

85

Tyr Tyr Cys Ala Val Arg Thr Arg Arg
100 105
Val Pro Gln Glu Asn Glu Tyr Gly Tyr
115 120
Thr Val Ser Ser
130
<210> 227
<211> 120
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 227
Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Val Met Ala Trp Phe Arg Gln Ala Pro
35 40
Ala Arg Leu Pro Leu Asp Asn Asn Ile
50 95
Gly Arg Phe Thr Ile Ser Arg Asp Asn

65 70

GIn Met Asn Ser Leu Arg Ala Glu Asp
85
Val Leu Leu Ser Arg Gln Ile Asn Gly
100 105
Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 228

75 80
Arg Ala Glu Asp Thr Ala Val

90 95

Tyr Gly Ser Asn Leu Gly Glu
110
Trp Gly Gln Gly Thr Leu Val

125

Gly Leu Val Gln Pro Gly Gly

10 15

Glu Met Gly Ala Thr Ile Asn
30
Gly Gln Gly Leu Glu Ala Val
45
Asp Tyr Gly Asp Phe Ala Lys
60
Ser Lys Asn Thr Leu Tyr Leu

75 80

Thr Ala Val Tyr Tyr Cys Asn
90 95
Ala Tyr Val His Trp Gly Gln

110
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SIHEd

<211> 126

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 228

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 Gly Arg Ala Phe Ser Asp Tyr

20 25 30

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Gly Leu Glu Ala Val

35 40 45

Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr Ala Asp Ser Val

50 95 60

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

65 70 75 80
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser
100 105 110
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 229
<211> 132
<212> PRT
<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 229

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 Gly Arg Thr Phe Ser Gly Ile
20

25 30

Leu Ser Pro Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Gln Gly
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35 40 45
Arg Glu Phe Val Ala Thr Ile Thr Ser Gly Gly Ser Ala Ile Tyr Thr

50 55 60

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

115 120 125

Thr Val Ser Ser
130
<210> 230
<211> 120
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 230
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 Pro Glu Met Gly Ala Thr Ile Asn
20 25 30
Val Met Ala Trp Tyr Arg Gln Ala Pro Gly Gln Gln Arg Glu Leu Val

35 40 45

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

Val Leu Leu Ser Arg Gln Ile Asn Gly Ala Tyr Val His Trp Gly Gln
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100

Gly Thr Leu Val
115

<210> 231

<211> 126

<212> PRT

Thr Val Ser Ser

120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 231

Glu Val Gln Leu

1

Ser Leu Arg Leu
20

Ala Met Ala Trp

35
Ala Gly Ile Gly
50
Arg Gly Arg Phe
65

Leu Gln Met Asn

Ala Ala Arg Gln

100

Tyr Asp Tyr Trp
115
<210> 232
<211> 132

<212> PRT

Val Glu Ser Gly
5

Ser Cys Ala Ala

Phe Arg Gln Ala

40
Trp Ser Gly Gly
95
Thr Ile Ser Arg
70
Ser Leu Arg Ala
85

Gly Gln Tyr Ile

Gly Gln Gly Thr
120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 232

105 110

Gly Gly Leu Val Gln Pro Gly Gly
10 15

Ser Gly Arg Ala Phe Ser Asp Tyr

25 30

Pro Gly Gln Glu Arg Glu Phe Val

45
Asp Thr Leu Tyr Ala Asp Ser Val
60
Asp Asn Ser Lys Asn Thr Leu Tyr
75 80
Glu Asp Thr Ala Val Tyr Tyr Cys
90 95

Tyr Ser Ser Met Arg Ser Asp Ser

105 110
Leu Val Thr Val Ser Ser

125

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
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1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Leu Ser Pro Tyr Ala Val Gly Trp Phe
35 40
Arg Glu Phe Val Ser Thr Ile Thr Ser

50 55

—
@

Asp Ser Val Lys Gly Arg Phe Thr
65 70
Ser Leu Tyr Leu Gln Met Asn Ser Leu

85

Tyr Tyr Cys Ala Val Arg Thr Arg Arg
100 105
Val Pro Gln Glu Asn Glu Tyr Gly Tyr
115 120
Thr Val Ser Ser
130
<210> 233
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 233
Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Leu Ser Pro Tyr Ala Val Gly Trp Phe
35 40
Leu Glu Phe Val Ser Thr Ile Thr Ser
50 95

Asp Ser Val Lys Gly Arg Phe Thr Ile

10 15
Gly Arg Thr Phe Ser Gly Ile

30

Arg Gln Ala Pro Gly Lys Gly
45
Gly Gly Ser Ala Ile Tyr Thr
60
Ser Arg Asp Asn Ala Lys Asn
75 80
Arg Ala Glu Asp Thr Ala Val

90 95

Tyr Gly Ser Asn Leu Gly Glu
110
Trp Gly Gln Gly Thr Leu Val

125

Gly Leu Val Gln Pro Gly Gly

10 15

Gly Arg Thr Phe Ser Gly Ile
30
Arg Gln Ala Pro Gly Lys Gly
45
Gly Gly Ser Ala Ile Tyr Thr
60

Ser Arg Asp Asn Ala Lys Asn
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65 70 75 80

Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val
85 90 95
Tyr Tyr Cys Ala Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu
100 105 110
Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val
115 120 125
Thr Val Ser Ser
130
<210> 234
<211> 120
<212> PRT
<213> Artificial Sequence
<220><223
> Synthetic Construct
<400> 234
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Glu Met Gly Ala Thr Ile Asn
20 25 30
Val Met Ala Trp Tyr Arg Gln Ala Pro Gly Lys Gln Arg Glu Leu Val
35 40 45
Ser Arg Leu Pro Leu Asp Asn Asn Ile Asp Tyr Gly Asp Phe Ala Lys

50 55 60

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

Gly Thr Leu Val Thr Val Ser Ser

115 120

<210> 235
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<211> 120
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 235

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

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Glu Met Gly Ala Thr Ile Asn

20 25 30

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

Ser Arg Leu Pro Leu Asp Asn Asn Ile Asp Tyr Gly Asp Phe Ala Lys

50 95 60

Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr Leu
65 70 75 80
GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95
Val Leu Leu Ser Arg Gln Ile Asn Gly Ala Tyr Val His Trp Gly Gln
100 105 110
Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 236
<211> 126
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 236

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

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Ala Phe Ser Asp Tyr
20 25 30

Ala Met Ala Trp Phe Arg GIn Ala Pro Gly Lys Glu Arg Glu Phe Val
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35 40
Ser Gly Ile Gly Trp Ser Gly Gly Asp

50 55

Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu GIn Met Asn Ser Leu Arg Ala Glu
85
Ala Ala Arg Gln Gly Gln Tyr Ile Tyr
100 105
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

115 120

<210> 237
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 237
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Ala Met Ala Trp Phe Arg Gln Ala Pro

35 40

Ser Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu GIn Met Asn Ser Leu Arg Ala Glu
85
Ala Ala Arg Gln Gly Gln Tyr Ile Tyr

100 105

Thr Leu

Asn Ala

75
Asp Thr
90

Ser Ser

Val Thr

Gly Leu
10

Gly Arg

Gly Lys

Thr Leu

Asn Ala

75
Asp Thr
90

Ser Ser

Tyr

60

Lys

Met

Val

Tyr
60

Lys

Met

45

Ala Asp

Asn Ser

Leu Tyr

Arg Ser

110

Ser Ser

125

Gln Pro

Phe Ser

30

Leu Glu

45

Ala Asp

Asn Ser

Leu Tyr

Arg Ser

110
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Ser Val

Leu Tyr

80
Tyr Cys
95

Asp Ser

Gly Arg

15

Asp Tyr

Phe Val

Ser Val

Leu Tyr

80
Tyr Cys
95

Asp Ser
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Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 238
<211> 128
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 238
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 Val Gly Thr Ile Ser Asp Tyr
20 25 30

Gly Met Gly Trp Phe Arg Gln Ala Pro Gly Gln Gly Leu Glu Ala Val

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

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

100 105 110
Lys Ser Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 239
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 239
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly

1 5 10 15
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Ser Leu Arg Leu Ser Cys Ala Ala

20
Leu Ser Ala Tyr Ala Val Gly Trp
35 40
Leu Glu Ala Val Ala Thr Ile Thr
50 55
Asp Ser Val Lys Gly Arg Phe Thr
65 70

Thr Leu Tyr Leu GIn Met Asn Ser

85
Tyr Tyr Cys Ala Val Arg Thr Trp
100

Val Pro Thr Glu Asn Glu Tyr Gly

115 120
Thr Val Ser Ser

130

<210> 240
<211> 128
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 240

Glu Val Gln Leu Val Glu Ser Gly

1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Gly Met Gly Trp Phe Arg Gln Ala
35 40
Ala Ser Ile Ser Trp Gly Gly Met
50 95

Lys Gly Arg Phe Thr Ile Ser Arg

Ser

25

Phe

Ser

Leu

Pro
105

His

Gly

Ser

25

Pro

Trp

Asp

Gly Arg Thr Phe Ser Gly Ile

30
Arg Gln Ala Pro Gly Gln Gly
45
Gly Gly Ser Thr Leu Ser Ala
60
Ser Arg Asp Asn Ser Lys Asn
75 80

Arg Ala Glu Asp Thr Ala Val

90 95

Tyr Gly Ser Asn Arg Gly Glu
110

Trp Gly Gln Gly Thr Leu Val

125

Gly Leu Val Gln Pro Gly Gly

10 15
Val Gly Thr Ile Ser Asp Tyr
30
Gly Gln Glu Arg Glu Phe Val
45
Thr Asp Tyr Ala Asp Ser Val
60

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

<210> 241

<211> 132

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 241

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 Gly Arg Thr Phe Ser Gly Ile

20 25 30

Leu Ser Ala Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Gln Glu
35 40 45

Arg Glu Phe Val Ala Thr Ile Thr Ser Gly Gly Ser Thr Leu Ser Ala

50 55 60

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

115 120 125

Thr Val Ser Ser
130

<210> 242
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<211> 128

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 242

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

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Val Gly Thr Ile Ser Asp Tyr

20 25 30

Gly Met Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val

35 40 45

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

100 105 110

Lys Ser Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120 125

<210> 243

<211> 128

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 243

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

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Val Gly Thr Ile Ser Asp Tyr

20 25 30

Gly Met Gly Trp Phe Arg Gln Ala Pro Gly Lys Gly Leu Glu Phe Val
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35 40

Ser Ser Ile Ser Trp Gly Gly Met Trp Thr Asp Tyr

50 55 60

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

65 70 75

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala

85 90

Gly Arg Gly Arg Met Tyr Arg Gly Ile Gly Asn Ser
100 105
Lys Ser Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val
115 120
<210> 244
<211> 132
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 244

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Thr

20 25

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

35 40

Arg Glu Phe Val Ser Thr Ile Thr Ser Gly Gly Ser

50 55 60

Asp Ser Val Lys Gly Arg Phe Thr I

@

65 70 75

Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu

85 90

Tyr Tyr Cys Ala Val Arg Thr Trp Pro Tyr Gly Ser

100 105

Ser Arg Asp

45

Ala Asp

Asn Ser

Val Tyr

Leu Ala
110
Thr Val

125

Gln Pro

Phe Ser

30
Pro Gly
45

Thr Leu

Asn Ser

Asp Thr

Asn Arg

110

Val Pro Thr Glu Asn Glu Tyr Gly His Trp Gly Gln Gly Thr
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Ser Val

Leu Tyr

80

Tyr Cys

95

Gln Pro

Ser Ser

Gly Gly

15

Gly Ile

Lys Glu

Ser Ala

Lys Asn

80

Ala Val
95

Gly Glu

Leu Val
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115
Thr Val Ser Ser
130
<210> 245
<211> 132
<212> PRT

<213>

<220><223

120

Artificial Sequence

> Synthetic Construct

<400> 245

=T

125

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

1

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20

Leu Ser Ala Tyr
35

Leu Glu Phe Val

50

Asp Ser Val Lys

65

25

Ala Val Gly Trp Phe

40

Ser Thr Ile Thr Ser

55

Gly Arg Phe Thr Ile

70

10 15
Gly Arg Thr Phe Ser Gly Ile
30
Arg Gln Ala Pro Gly Lys Gly
45
Gly Gly Ser Thr Leu Ser Ala

60

Ser Arg Asp Asn Ser Lys Asn

75 80

Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val

Tyr Tyr Cys Ala Val Arg Thr Trp Pro

100

105

90 95
Tyr Gly Ser Asn Arg Gly Glu
110

Val Pro Thr Glu Asn Glu Tyr Gly His Trp Gly Gln Gly Thr Leu Val

115

Thr Val Ser Ser
130

<210> 246

<211> 132

<212> PRT

120

<213> Artificial Sequence

<220><223> Synthetic Construct

125
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<400> 246

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

1 5 10

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Arg Ala Phe
20 25

Ala Met Ala Trp Val Arg Gln Ala Pro Gly Gln Gly Leu

35 40 45

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

100 105

Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln Gly
115 120 125
Thr Val Ser Ser
130
<210> 247
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 247
GIn Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys
1 5 10
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Arg Ala Phe

20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Glu Arg
35 40 45

Gly Gly Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr Ala

Pro Gly

15
Ser Asp
30

Glu Trp

Asp Ser

Thr Arg

Arg Ser

95

Ile Tyr

110

Thr Leu

Pro Gly
15
Ser Asp

30

Glu Phe

Asp Ser
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Ala

Tyr

Met

Val

Asp

80

Ser

Val

Ala

Tyr

Met

Val
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50 55 60
Arg Gly Tyr Thr Glu Asn Phe Lys Asp Arg Val Thr Met Thr Arg Asp
65 70 75 80
Thr Ser Thr Ser Thr Val Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu

85 90 95

Asp Thr Ala Val Tyr Tyr Cys Ala Arg Gln Gly Gln Tyr Ile Tyr Ser
100 105 110
Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val
115 120 125
Thr Val Ser Ser
130
<210> 248
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 248
GIn 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 Gly Arg Ala Phe Ser Asp Tyr
20 25 30
Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Gly Leu Glu Phe Met
35 40 45
Gly Gly Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr Ala Asp Ser Val
50 55 60
Arg Gly Tyr Thr Glu Asn Phe Lys Asp Arg Val Thr Met Thr Arg Asp

65 70 75 80

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

Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val
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115 120 125
Thr Val Ser Ser
130
<210> 249
<211> 137
<212> PRT
<213> Artificial Sequence
<220><223
> Synthetic Construct
<400> 249
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 Val Gly Thr Ile Ser Asp Tyr
20 25 30
Gly Met Gly Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45
Gly Ser Ile Ser Trp Gly Gly Met Trp Thr Asp Tyr Ala Asp Ser Val

50 95 60

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

115 120 125

Gln Gly Thr Leu Val Thr Val Ser Ser
130 135

<210> 250

<211> 137

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct
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<400> 250

GIn Val Gln Leu

1

Ser Val Lys Val
20

Gly Met Gly Trp

35
Gly Ser Ile Ser
50
Lys Gly Tyr Thr
65

Thr Ser Thr Ser

Asp Thr Ala Val

100
Gly Ile Gly Asn
115
Gln Gly Thr Leu
130
<210> 251
<211> 137

<212> PRT

Val Gln Ser Gly Ala Glu Val Lys

5

Ser Cys Lys Ala

Phe Arg Gln Ala

40
Trp Gly Gly Met
55
Glu Asn Phe Lys
70
Thr Val Tyr Met

85

Ser
25

Pro

Trp

Asp

10

Val Gly Thr

Gly Gln Glu

Thr Asp Tyr

60

Arg Val Thr
75

Leu Ser Ser

90

Tyr Tyr Cys Ala Arg Gly Arg Gly

Ser Leu Ala Gln
120
Val Thr Val Ser

135

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 251

105

Pro

Ser

Gln Val GIn Leu Val Gln Ser Gly Ala

1

5

Ser Val Lys Val Ser Cys Lys Ala Ser

20

25

Gly Met Gly Trp Phe Arg Gln Ala Pro

35

Gly Ser Ile Ser

40

Trp Gly Gly Met

Trp

Lys Ser Tyr

Glu Val Lys

10

Val Gly Thr

Gly Gln Gly

Thr Asp Tyr

Lys Pro Gly Ala

Ile Ser
30

Arg Glu

45

Ala Asp

Met Thr

Leu Arg

Arg Met

110
Gly Tyr

125

Lys Pro

Ile Ser

30
Leu Glu
45

Ala Asp
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15

Asp

Phe

Ser

Arg

Ser

95

Tyr

Trp

Asp

Phe

Ser

Tyr

Met

Val

Asp

80

Arg

Tyr

Met

Val
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50 55
Lys Gly Tyr Thr Glu Asn Phe Lys

65 70

Thr Ser Thr Ser Thr Val Tyr Met
85
Asp Thr Ala Val Tyr Tyr Cys Ala
100

Gly Ile Gly Asn Ser Leu Ala Gln
115 120

Gln Gly Thr Leu Val Thr Val Ser

130 135
<210> 252
<211> 141

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 252

GIn Val Gln Leu Val Gln Ser Gly

1 5

Ser Val Lys Val Ser Cys Lys Ala

20

Leu Ser Ala Tyr Ala Val Gly Trp

35 40

Leu Glu Trp Met Gly Thr Ile Thr

50 55
Asp Ser Val Lys Gly Tyr Thr Glu
65 70
Thr Arg Asp Thr Ser Thr Ser Thr
85
Arg Ser Glu Asp Thr Ala Val Tyr

100

60
Asp Arg Val Thr Met Thr Arg Asp

75 80

Glu Leu Ser Ser Leu Arg Ser Glu
90 95
Arg Gly Arg Gly Arg Met Tyr Arg
105 110
Pro Lys Ser Tyr Gly Tyr Trp Gly
125

Ser

Ala Glu Val Lys Lys Pro Gly Ala
10 15
Ser Gly Arg Thr Phe Ser Gly Ile
25 30
Val Arg Gln Ala Pro Gly Gln Gly
45

Ser Gly Gly Ser Thr Leu Ser Ala

60
Asn Phe Lys Asp Arg Val Thr Met
75 80
Val Tyr Met Glu Leu Ser Ser Leu
90 95
Tyr Cys Ala Arg Ala Val Arg Thr

105 110
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Trp Pro Tyr Gly Ser Asn Arg Gly Glu Val Pro Thr Glu Asn Glu Tyr

115 120 125

Gly His Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
130 135 140

<210> 253
<211> 141
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 253
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 Gly Arg Thr Phe Ser Gly Ile

20 25 30

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

85 90 95

Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg Ala Val Arg Thr
100 105 110
Trp Pro Tyr Gly Ser Asn Arg Gly Glu Val Pro Thr Glu Asn Glu Tyr
115 120 125
Gly His Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
130 135 140
<210> 254
<211> 141
<212> PRT

<213> Artificial Sequence
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<220><223> Synthetic Construct
<400> 254

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

Asp Ser Val Lys Gly Tyr Thr Glu Asn Phe Lys Asp Arg Val Thr Met

65 70 75 80
Thr Arg Asp Thr Ser Thr Ser Thr Val Tyr Met Glu Leu Ser Ser Leu
85 90 95
Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg Ala Val Arg Thr
100 105 110
Trp Pro Tyr Gly Ser Asn Arg Gly Glu Val Pro Thr Glu Asn Glu Tyr
115 120 125

Gly His Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

130 135 140
<210> 255
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 255
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Arg Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Phe Ala Ala Ser Gly Arg Ala Phe Ser Asp Tyr
20 25 30

Ala Met Ala Trp Phe Arg GIn Ala Pro Gly Lys Glu Arg Glu Phe Val
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35

Ser Gly Ile Gly Trp
50
Arg Gly Arg Phe Thr
65
Leu Gln Met Asn Ser
85
Ala Ala Arg Gln Gly

100

Tyr Asp Tyr Trp Gly
115

<210> 256

<211> 126

<212> PRT

40 45

Ser Gly Gly Asp Thr Leu Tyr Ala Asp
55 60
[le Ser Arg Asp Asn Ala Lys Asn Ser
70 75
Leu Arg Ala Glu Asp Thr Ala Leu Tyr
90
Gln Tyr Ile Tyr Ser Ser Met Arg Ser

105 110

Gln Gly Thr Leu Val Thr Val Ser Ser

120 125

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 256

Glu Val Gln Leu Leu

1 5

Ser Leu Arg Leu Ser
20

Ala Met Ala Trp Phe

35
Ser Gly Ile Gly Trp
50
Arg Gly Arg Phe Thr
65
Leu GIn Met Asn Ser
85

Ala Ala Arg Gln Gly

100

Glu Ser Gly Gly Gly Leu Val Gln Pro
10

Cys Ala Ala Ser Gly Arg Ala Phe Ser

25 30

Arg Gln Ala Pro Gly Lys Glu Arg Glu

40 45
Ser Gly Gly Asp Thr Leu Tyr Ala Asp
55 60
Ile Ser Arg Asp Asn Ser Lys Asn Thr
70 75
Leu Arg Ala Glu Asp Thr Ala Val Tyr
90

GIn Tyr Ile Tyr Ser Ser Met Arg Ser

105 110
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Ser Val

Leu Tyr

80
His Cys
95

Asp Ser

Gly Gly
15

Asp Tyr

Phe Val

Ser Val

Leu Tyr

80
Tyr Cys
95

Asp Ser
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SIS

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 257
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 257
Glu Val Gln Leu Val Glu Ser Gly Gly Val Val Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Ala Phe Ser Asp Tyr

20 25 30

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

85 90 95

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser
100 105 110
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 258
<211> 128
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 258
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly

1 5 10 15
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Ser Leu Arg Leu Ser Cys Ala Ala Ser Val Gly

20 25
Gly Met Gly Trp Phe Arg Gln Ala Pro Gly Lys
35 40
Ser Ser Ile Ser Trp Gly Gly Met Trp Thr Asp
50 55
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
65 70 75

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr

85 90

Gly Arg Gly Arg Met Tyr Arg Gly Ile Gly Asn

100 105
Lys Ser Tyr Gly Tyr Trp Gly Gln Gly Thr Gln
115 120
<210> 259
<211> 128
<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 259

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu

1 5 10
Ser Leu Arg Leu Ser Cys Ala Ala Ser Val Gly
20 25
Gly Met Gly Trp Phe His GIn Ala Pro Gly Lys
35 40
Ser Ser Ile Ser Trp Gly Gly Met Trp Thr Asp
50 95

Lys Gly Arg Phe Ile Ile Ser Arg Asp Asn Ser

65 70 75

Leu Gln Thr Asn Ser Leu Arg Ala Glu Asp Thr

Thr Ile Ser

30
Glu Arg Glu
45
Tyr Ala Asp
60

Lys Asn Thr

Ala Val Tyr

Ser Leu Ala
110
Val Thr Val

125

Val Gln Pro

Thr Ile Ser
30
Glu Arg Glu
45
Tyr Ala Asp
60

Arg Asn Thr

Ala Val Tyr
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Asp Tyr

Phe Val

Ser Val

Leu Tyr

80

Tyr Cys

95

Gln Pro

Ser Ser

15

Asp Tyr

Phe Val

Ser Val

Leu Tyr

80

Tyr Cys
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85

95

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

100

110

Lys Ser Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

115
<210> 260
<211> 128

<212> PRT

120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 260
Glu Val Gln Leu
1
Ser Leu Arg Leu
20
Gly Met Gly Trp
35
Ala Ser Ile Ser

50

Lys Gly Arg Phe
65

Leu Gln Met Asn

Gly Arg Gly Arg
100

125

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

5

15

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

30

Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val

40

45

Trp Gly Gly Met Trp Thr Asp Tyr Ala Asp Ser Val

55

Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

70

80

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

85

95

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

110

Lys Ser Tyr Gly Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser

115

<210> 261
<211> 132

<212> PRT

120

<213> Artificial Sequence

<220><223> Synthetic Construct

125
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<400> 261

Glu Val Gln Leu Val Glu Ser Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala
20

Leu Ser Ala Tyr Ala Val Gly Trp

35 40

Arg Glu Phe Val Ser Thr Ile Thr
50 55
Asp Ser Val Lys Gly Arg Phe Thr
65 70
Ser Leu Tyr Leu Gln Met Asn Ser
85
Tyr Tyr Cys Ala Val Arg Thr Trp

100

Val Pro Thr Glu Asn Glu Tyr Gly

115 120
Thr Val Ser Ser

130

<210> 262
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 262
Glu Val GIn Leu Val Glu Ser Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala

20

Leu Ser Ala Tyr Ala Val Gly Trp
35 40

Arg Glu Phe Val Ser Thr Ile Thr

Gly Gly Leu Val
10

Ser Gly Arg Thr

25

Phe Arg Gln Ala

Ser Gly Gly Ser
60
Ile Ser Arg Asp
75
Leu Arg Ala Glu
90
Pro Tyr Gly Ser

105

His Trp Gly Gln

Gly Gly Leu Val
10
Ser Gly Arg Thr

25

Phe Arg GIn Ala

Ser Gly Gly Ser

Lys Pro Gly Gly
15
Phe Ser Gly Ile
30
Pro Gly Lys Glu

45

Thr Leu Ser Ala

Asn Ala Lys Asn

80

Asp Thr Ala Val
95

Asn Arg Gly Glu

110

Gly Thr Gln Val

125

Gln Pro Gly Gly
15
Phe Ser Gly Ile

30

Pro Gly Lys Glu
45

Thr Leu Ser Ala
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50 55
Asp Ser Val Lys Gly Arg Phe Thr Ile
65 70
Thr Leu Tyr Val Gln Met Ser Ser Leu

85

Tyr Tyr Cys Ala Val Arg Thr Trp Pro
100 105
Val Pro Thr Glu Asn Glu Tyr Gly His
115 120
Thr Val Ser Ser
130
<210> 263
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 263
Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Leu Ser Ala Tyr Ala Val Gly Trp Phe
35 40
Arg Glu Phe Val Ser Thr Ile Thr Ser
50 95

Asp Ser Val Lys Gly Arg Phe Thr 1

@

65 70

Ser Leu Tyr Leu Gln Met Asn Ser Leu
85

Tyr Tyr Cys Ala Val Arg Thr Trp Pro

100 105

Val Pro Thr Glu Asn Glu Tyr Gly His

60
Ser Arg Asp Asn Ser Lys Asn
75 80
Arg Ala Glu Asp Thr Ala Val

90 95

Tyr Gly Ser Asn Arg Gly Glu
110
Trp Gly Gln Gly Thr Gln Val

125

Gly Val Val Gln Pro Gly Gly

10 15

Gly Arg Thr Phe Ser Gly Ile
30
Arg Gln Ala Pro Gly Lys Glu
45
Gly Gly Ser Thr Leu Ser Ala
60
Ser Arg Asp Asn Ser Lys Asn

75 80

Arg Thr Glu Asp Thr Ala Leu

90 95

Tyr Gly Ser Asn Arg Gly Glu
110

Trp Gly Gln Gly Thr Gln Val
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115 120 125
Thr Val Ser Ser
130
<210> 264
<211> 10
<212> PRT
<213> Artificial Sequence
<220><223>
Synthetic Construct
<400> 264
Val Gly Thr Ile Ser Asp Tyr Gly Met Gly
1 5 10
<210> 265
<211> 14
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 265
Gly Arg Thr Phe Ser Gly Ile Leu Ser Ala Tyr Ala Val Gly
1 5 10
<210> 266
<211> 17
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 266

Ser Ile Ser Trp Gly Gly Met Trp Thr Asp Tyr Ala Asp Ser Val Lys

Gly

<210> 267
<211> 16
<212> PRT

<213> Artificial Sequence
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<220><223> Synthetic Construct

<400> 267

Thr Ile Thr Ser Gly Gly Ser Thr Leu Ser Ala Asp Ser Val Lys Gly
1 5 10 15
<210> 268

<211> 21

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 268

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

1 5 10 15

Lys Ser Tyr Gly Tyr
20
<210> 269
<211> 22
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 269
Ala Val Arg Thr Trp Pro Tyr Gly Ser Asn Arg Gly Glu Val Pro Thr
1 5 10 15
Glu Asn Glu Tyr Gly His
20
<210> 270
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 270

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

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

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

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

<210> 271

<211> 132

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 271

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 Gly Arg Thr Phe Ser Gly Ile

20 25 30

Leu Ser Pro Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Lys Gly

35 40 45

Leu Glu Phe Val Ser Thr Ile Thr Ser Gly Gly Ser Ala Ile Tyr Thr

50 55 60
Asp Ser Val Lys Gly Arg Phe Thr Leu Ser Arg Asp Asn Ala Lys Asn
65 70 75 30

Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val

- 245 -

ZIHSdl 10-2025-0068795



Tyr Tyr Cys Ala
100

Val Pro GIn Glu

115
Thr Val Ser Ser
130
<210> 272
<211> 132

<212> PRT

SIS

85 90 95
Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu
105 110

Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val

120 125

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 272

Glu Val Gln Leu

1

Ser Leu Arg Leu
20

Leu Ser Pro Tyr

35
Leu Glu Phe Val
50
Asp Ser Val Lys
65

Ser Leu Tyr Leu

Tyr Tyr Cys Ala

100
Val Pro Gln Glu
115
Thr Val Ser Ser
130

<210> 273

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

5 10 15

Ser Cys Ala Ala Ser Gly Arg Thr Phe Ser Gly Ile
25 30

Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Lys Gly

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

Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu

105 110
Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val

120 125
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<211> 132

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 273

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 Gly Arg Thr Phe Ser Gly Ile

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

Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Pro Glu Asp Thr Ala Val

85 90 95
Tyr Tyr Cys Ala Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly Glu
100 105 110
Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val
115 120 125
Thr Val Ser Ser
130
<210> 274
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 274

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

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

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

65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser
100 105 110
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 275
<211> 126
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 275

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 Gly Arg Ala Phe Ser Asp Tyr

20 25 30

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val
35 40 45

Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr Ala Asp Ser Val

50 55 60

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

65 70 75 80

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser
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100

105

SIS

110

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

115

<210> 276

<211> 126
<212> PRT

<213>

120

Artificial Sequence

<220><223> Synthetic Construct

<400> 276

Glu Val Gln Leu

1

Ser Leu Arg Leu
20

Ala Met Ala Trp

35

Ala Gly Ile Gly
50

Arg Gly Arg Phe

65

Leu Gln Met Asn

Ala Ala Arg Gln
100

Tyr Asp Tyr Trp
115
<210> 277
<211> 126
<212> PRT

<213>

Val Glu Ser Gly Gly

5

Ser Cys Ala Ala Ser
25

Phe Arg Gln Ala Pro

40

Trp Ser Gly Gly Asp

95

Thr Ile Ser Lys Asp
70

Ser Leu Arg Ala Glu

85

Gly Gln Tyr Ile Tyr

105

Gly Gln Gly Thr Leu
120

Artificial Sequence

<220><223> Synthetic Construct

<400> 277

125

Gly Leu Val Gln Pro Gly Gly

10 15

Gly Arg Ala Phe Ser Asp Tyr

30
Gly Gln Glu Arg Glu Phe Val

45

Thr Leu Tyr Ala Asp Ser Val

60

Asn Ser Lys Asn Thr Leu Tyr

75 80

Asp Thr Ala Val Tyr Tyr Cys

90 95

Ser Ser Met Arg Ser Asp Ser

110

Val Thr Val Ser Ser

125

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
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1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro

35 40
Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu Gln Met Asn Ser Leu Arg Ala Glu
85

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr

100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

115 120
<210> 278
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 278
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro
35 40
Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70

Leu GIn Met Asn Ser Leu Arg Ala Glu

10 15
Gly Arg Ala Phe Ser Asp Tyr
30

Gly Gln Glu Arg Glu Phe Val

45
Thr Leu Tyr Ala Asp Ser Val
60
Asn Ser Lys Asn Arg Leu Tyr
75 80
Asp Thr Ala Val Tyr Tyr Cys
90 95

Ser Ser Met Arg Ser Asp Ser

110
Val Thr Val Ser Ser

125

Gly Leu Val Gln Pro Gly Gly

10 15

Gly Arg Ala Phe Ser Asp Tyr
30

Gly Gln Glu Arg Glu Phe Val
45
Thr Leu Tyr Ala Asp Ser Val
60
Asn Ser Lys Asn Thr Leu Ser
75 80

Asp Thr Ala Val Tyr Tyr Cys
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Ala Ala Arg Gln

100

Tyr Asp Tyr Trp
115
<210> 279
<211> 126

<212> PRT

SIS

85 90 95

Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser
105 110
Gly Gln Gly Thr Leu Val Thr Val Ser Ser

120 125

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 279
Glu Val GIn Leu
1

Ser Leu Arg Leu

20
Ala Met Ala Trp
35
Ala Gly Ile Gly
50
Arg Gly Arg Phe
65

Leu Gln Met Asn

Ala Ala Arg Gln

100

Tyr Asp Tyr Trp
115

<210> 280

<211> 126

<212> PRT

<213>

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

5 10 15

Ser Cys Ala Ala Ser Gly Arg Ala Phe Ser Asp Tyr

25 30

Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu Phe Val

40 45

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

55 60

Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

70 75 80

Ser Leu Lys Ala Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser

105 110

Gly Gln Gly Thr Leu Val Thr Val Ser Ser

120 125

Artificial Sequence

<220><223> Synthetic Construct
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<400> 280
Glu Val GIn Leu
1

Ser Leu Arg Leu
20
Ala Met Ala Trp
35
Ala Gly Ile Gly
50
Arg Gly Arg Phe

65

Leu Gln Met Asn

Ala Ala Arg Gln

100

Tyr Asp Tyr Trp
115
<210> 281
<211> 132
<212> PRT

<213>

Val Glu Ser Gly Gly Gly Leu Val

5

Ser Cys Ala Ala

Phe Arg Gln Ala
40
Trp Ser Gly Gly
55
Thr Ile Ser Arg

70

Ser Leu Arg Pro
85

Gly Gln Tyr Ile

Gly Gln Gly Thr

120

Artificial Sequence

<220><223> Synthetic Construct

<400> 281

Ser
25

Pro

Asp

Asp

Tyr
105

Leu

10

Gly Arg Ala

Gly Gln Glu

Thr Leu Tyr
60
Asn Ser Lys

75

Asp Thr Ala
90

Ser Ser Met

Val Thr Val

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val

1

5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20

25

Leu Ser Pro Tyr Ala Val Gly Trp Phe

35
Arg Glu Phe Val

50

40

Ser Thr Ile Thr

55

Ser

10

Gly Arg Thr

Arg Gln Ala

Gly Gly Ser
60

Gln Pro Gly Gly

15

Phe Ser Asp Tyr
30

Arg Glu Phe Val

45

Ala Asp Ser Val

Asn Thr Leu Tyr

80

Val Tyr Tyr Cys
95
Arg Ser Asp Ser
110
Ser Ser

125

Gln Ala Gly Gly

15
Phe Ser Gly Ile
30
Pro Gly Lys Gly
45

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

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

<210> 282

<211> 132

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 282

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

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

20 25 30

Leu Ser Pro Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Lys Gly

35 40 45

Arg Glu Phe Val Ser Thr Ile Thr Ser Gly Gly Ser Ala Ile Tyr Thr

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

Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Gln Val
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115
Thr Val Ser Ser
130
<210> 283
<211> 120

<212> PRT

120 125

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 283

Glu Val Gln Leu

1

Ser Leu Arg Leu
20

Val Met Ala Trp

35
Ala Arg Leu Pro
50
Gly Arg Phe Thr
65

Gln Met Asn Asn

Val Leu Leu Ser

100

Gly Thr Gln Val
115
<210> 284
<211> 120

<212> PRT

Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

5 10 15

Ser Cys Ala Ala Pro Glu Met Gly Ala Thr Ile Asn
25 30

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

40 45
His Asp Asn Asn Ile Asp Tyr Gly Asp Phe Ala Lys
95 60
Ile Ser Arg Asp Ile Thr Arg Asn Thr Val Tyr Leu
70 75 80
Leu Lys Pro Asp Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Arg Gln Ile Asn Gly Ala Tyr Val His Trp Gly Gln

105 110
Thr Val Ser Ser
120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 284

Glu Val Gln Leu

1

Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

5 10 15
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Ser Leu Arg Leu Ser Cys Ala Ala Pro

20 25

Val Met Ala Trp Tyr Arg Gln Ala Pro
35 40
Ala Arg Leu Pro Leu His Asn Asn Ile
50 55
Gly Arg Phe Thr Ile Ser Arg Asp Ile
65 70
GIn Met Asn Asn Leu Lys Pro Asp Asp

85

Val Leu Leu Ser Arg Gln Ile Asn Gly
100 105

Gly Thr Gln Val Thr Val Ser Ser

115 120
<210> 285
<211> 120
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 285
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5

Ser Leu Arg Leu Ser Cys Ala Ala Pro

20 25
Val Met Ala Trp Tyr Arg Gln Ala Pro
35 40
Ala Arg Leu Pro Leu Asp Asn Asn Ile
50 55
Gly Arg Phe Thr Ile Ser Arg Asp Ile
65 70

GIn Met Asn Asn Leu Lys Pro Asp Asp

Glu Met Gly Ala Thr

30

Gly Lys Gln Arg Glu
45
Asp Tyr Gly Asp Phe
60
Thr Arg Asn Thr Val
75
Thr Ala Val Tyr Tyr

90

Ala Tyr Val His Trp

110

Gly Leu Val Gln Ala
10

Glu Met Gly Ala Thr

30
Gly Lys Gln Arg Glu
45
Asp Tyr Gly Asp Phe
60
Thr Arg Asn Thr Val
75

Thr Ala Val Tyr Tyr
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Ile Asn

Leu Val

Ala Lys

Tyr Leu

80

Cys Asn

95

Gly Gln

Ile Asn

Leu Val

Ala Lys

Tyr Leu

80

Cys His
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85

95

Val Leu Leu Ser Arg Gln Ile Asn Gly Ala Tyr Val His Trp Gly Gln

100

Gly Thr Gln Val
115
<210> 286
<211> 120

<212> PRT

Thr Val Ser Ser

120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 286
Glu Val GIn Leu
1

Ser Leu Arg Leu
20
Val Met Ala Trp
35
Ala Arg Leu Pro
50
Gly Arg Phe Thr

65

105

110

Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

5

15

Ser Cys Ala Ala Pro Glu Met Gly Ala Thr Ile Asn

25

30

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

40

45

Leu Asp Asn Asn Ile Asp Tyr Gly Asp Phe Ala Lys

55

[le Ser Arg Asp Ile Thr Arg Asn Thr Val Tyr Leu

70

80

GIn Met Asn Asn Leu Lys Pro Asp Asp Thr Ala Val Tyr Tyr Cys Asn

Val His Leu Ser

100

Gly Thr Gln Val
115
<210> 287
<211> 120

<212> PRT

85

95

Arg Gln Ile Asn Gly Ala Tyr Val His Trp Gly Gln

Thr Val Ser Ser
120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 287

105

110
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Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

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

Gly Arg Phe Thr Ile Ser Arg Asp Ile Thr Arg Asn Thr Val Tyr Leu

65 70 75 80
GIn Met Asn Asn Leu Lys Pro Asp Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95
Val Leu Leu Ser Arg Gln Ile Asn Gly Ala His Val His Trp Gly Gln
100 105 110
Gly Thr Gln Val Thr Val Ser Ser
115 120
<210> 288
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 288

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

50 55 60

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

115 120 125

<210> 289

<211> 126

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 289

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Ala His Ser Asp Tyr
20 25 30

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val

35 40 45

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

100 105 110

Tyr Asp Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser
115 120 125

<210> 290

<211> 126

<212> PRT
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<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 290

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Ala Gly Gly

1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro

35 40
Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Asn Ser Lys Asp
65 70
Leu Gln Met Asn Ser Leu Lys Pro Glu
85

Ala Ala Arg Gln Gly Gln Tyr Ile Tyr

100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Gln

115 120
<210> 291
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 291
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro
35 40

Ala Gly Ile Gly Trp Ser Gly Gly Asp

10

Gly Arg Ala Phe

Gly Lys Glu Arg

45
Thr His Tyr Ala
60
Asn Ala Lys Asn
75
Asp Thr Ala Val
90

Ser Ser Met Arg

Val Thr Val Ser

125

Gly Leu Val Gln
10

Gly Arg Ala Phe

Gly Lys Glu Arg
45

Thr Leu Tyr Ala

15
Ser Asp Tyr
30

Glu Phe Val

Asp Ser Val

Arg Met Ser

80

Tyr Tyr Cys
95

Ser Asp Ser

110

Ser

Ala Gly Gly
15
Ser Asp Tyr

30

Glu Phe Val

Asp Ser Val
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50 55
Arg Gly Arg Phe Thr Asn Ser Lys Asp
65 70
Leu GIn Met Asn Ser Leu Lys Pro Glu

85

Ala Ala Arg Gln Gly Gln His Ile Tyr
100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Gln
115 120

<210> 292

<211> 132

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 292

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25
Leu Ser His Tyr Ala Val Gly Trp Phe
35 40
Arg Glu Phe Val Ser Thr Ile Thr Ser
50 95
Asp Ser Val Lys Gly Arg Phe Thr Leu
65 70

Thr Val Tyr Leu Gln Met Asn Ser Leu

85
Tyr Tyr Cys Ala Val Arg Thr Trp Pro
100 105
Val Pro Thr Glu Asn Glu Tyr Gly His
115 120

Thr Val Ser Ser

60
Asn Ala Lys Asn Arg Met Ser
75 80
Asp Thr Ala Val Tyr Tyr Cys

90 95

Ser Ser Met Arg Ser Asp Ser
110
Val Thr Val Ser Ser

125

Gly Leu Val Gln Ala Gly Gly
10 15

Gly Arg Thr Phe Ser Gly Ile

30
Arg Gln Ala Pro Gly Lys Glu
45
Gly Gly Ser Thr Leu Ser Ala
60
Ser Arg Asp Asn Ala Lys Asp
75 80

Lys Pro Glu Asp Thr Ala Val

90 95

Tyr Gly Ser Asn Arg Gly Glu
110

Trp Gly Gln Gly Thr Gln Val

125
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130
<210> 293
<211> 132
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 293

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

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

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

<210> 294

<211> 126

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 294

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
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1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Ala Met Ala Trp Phe Arg Gln Ala Pro
35 40

Ala Gly Ile Gly Trp Ser Gly Gly Asp

50 55
Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu Gln Met Asn Ser Leu Arg Ala Glu
85
Ala Ala Arg Gln Gly Gln Tyr Ile Tyr
100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

115 120
<210> 295
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 295
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro

35 40

Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55

Arg Gly Arg Phe Thr Ile Ser Arg Asp

65 70

Leu GIn Met Asn Ser Leu Arg Ala Glu

10 15
Gly Arg Ala Phe Ser Asp Tyr
30
Gly Gln Glu Arg Glu Phe Val
45

Thr His Tyr Ala Asp Ser Val

60
Asn Ser Lys Asn Thr Leu Tyr
75 80
Asp Thr Ala Val Tyr Tyr Cys
90 95
Ser Ser Met Arg Ser Asp Ser
110

Val Thr Val Ser Ser

125

Gly Leu Val Gln Pro Gly Gly

10 15

Gly Arg Ala Phe Ser Asp Tyr
30

Gly Gln Glu Arg Glu Phe Val

45

Thr Leu Tyr Ala Asp Ser Val
60

Asn Ser Lys Asn Thr Leu Tyr

75 80

Asp Thr Ala Val Tyr Tyr Cys
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85

SIS

90 95

Ala Ala Arg Gln Gly Gln His Ile Tyr Ser Ser Met Arg Ser Asp Ser

100

105

110

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

115
<210> 296
<211> 126

<212> PRT

120

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 296

Glu Val Gln Leu

1

Ser Leu Arg Leu
20

Ala Met Ala Trp

35
Ala Gly Ile Gly
50
Arg Gly Arg Phe
65

Leu Gln Met Asn

Ala Ala Arg Gln

100

Tyr Asp Tyr Trp
115

<210> 297

<211> 126

<212> PRT

<213>

Val Glu Ser Gly Gly

5

Ser Cys Ala Ala Ser
25

Phe Arg Gln Ala Pro

40
Trp Ser Gly Gly Asp
95
Thr Ile Ser Arg Asp
70
Ser Leu Arg Ala Glu
85

Gly Gln Tyr Ile Tyr

105
Gly Gln Gly Thr Leu

120

Artificial Sequence

<220><223> Synthetic Construct

125

Gly Leu Val Gln Pro Gly Gly

10 15

Gly Arg Ala His Ser Asp Tyr
30

Gly Gln Glu Arg Glu Phe Val

45
Thr His Tyr Ala Asp Ser Val
60
Asn Ser Lys Asn Thr Leu Tyr
75 80
Asp Thr Ala Val Tyr Tyr Cys
90 95

Ser Ser Met Arg Ser Asp Ser

110
Val Thr Val Ser Ser

125
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<400> 297

Glu Val Gln Leu
1

Ser Leu Arg Leu

20

Ala Met Ala Trp
35
Ala Gly Ile Gly
50
Arg Gly Arg Phe
65

Leu Gln Met Asn

Ala Ala Arg Gln

100

Tyr Asp Tyr Trp
115
<210> 298
<211> 126

<212> PRT

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

5 10
Ser Cys Ala Ala Ser Gly Arg Ala Phe Ser

25 30

Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu
40 45
Trp Ser Gly Gly Asp Thr His Tyr Ala Asp
55 60
Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr
70 75
Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr

85 90

Gly Gln His Ile Tyr Ser Ser Met Arg Ser
105 110
Gly Gln Gly Thr Leu Val Thr Val Ser Ser

120 125

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 298
Glu Val GIn Leu
1

Ser Leu Arg Leu

20
Ala Met Ala Trp
35
Ala Gly Ile Gly
50

Arg Gly Arg Phe

Val Glu Ser Gly Gly Gly Leu Val Gln Pro
5 10

Ser Cys Ala Ala Ser Gly Arg His Phe Ser

25 30
Phe Arg GIn Ala Pro Gly GIn Glu Arg Glu
40 45
Trp Ser Gly Gly Asp Thr His Tyr Ala Asp
55 60

Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr
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15

Asp

Phe

Ser

Leu

Tyr

95

Asp

15

Asp

Phe

Ser

Leu

Tyr

Val

Val

Tyr

80

Cys

Ser

Tyr

Val

Val

Tyr

ZIHSdl 10-2025-0068795



65 70

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp

85 90
Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser
100 105
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val
115 120
<210> 299
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 299
Glu Val Gln Leu Val Glu Ser Gly Gly Gly

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly
20 25
Ala Met Ala Trp Phe Arg Gln Ala Pro Gly
35 40
Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr
50 95
Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn

65 70

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp
85 90

Ala Ala Arg GIn Gly Gln His Ile Tyr Ser

100 105
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val
115 120
<210> 300
<211> 126

<212> PRT

75

Thr Ala Val Tyr

Ser Met Arg Ser
110
Thr Val Ser Ser

125

Leu Val GIn Pro

Arg His Phe Ser
30
GIn Glu Arg Glu
45
Leu Tyr Ala Asp
60
Ser Lys Asn Thr

75

Thr Ala Val Tyr

Ser Met Arg Ser
110
Thr Val Ser Ser

125
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Tyr Cys

95

Asp Ser

Gly Gly

15

Asp Tyr

Phe Val

Ser Val

Leu Tyr

80

Tyr Cys
95

Asp Ser
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<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 300

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val

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

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

65 70 75
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
85 90

Ala Ala Arg Gln Gly Gln His Ile Tyr Ser Ser Met

100 105
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val
115 120
<210> 301
<211> 126
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 301

Glu Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg His

20 25

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Glu

35 40

Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr His Tyr

Gln Pro Gly Gly

15
His Ser Asp Tyr
30
Arg Glu Phe Val
45

Ala Asp Ser Val

Asn Thr Leu Tyr

80
Val Tyr Tyr Cys
95
Arg Ser Asp Ser
110
Ser Ser

125

Gln Pro Gly Gly
15
His Ser Asp Tyr
30
Arg Glu Phe Val
45

Ala Asp Ser Val
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50 55

Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu GIn Met Asn Ser Leu Arg Ala Glu
85
Ala Ala Arg Gln Gly GIn Tyr Ile Tyr
100 105
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

115 120

<210> 302
<211> 126
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 302
Glu Val Gln Leu Val Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Ala Met Ala Trp Phe Arg Gln Ala Pro

35 40

Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu GIn Met Asn Ser Leu Arg Ala Glu
85
Ala Ala Arg GIn Gly Gln His Ile Tyr

100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

115 120

Asn

Asp

90

Ser

Val

Thr

Asn

Asp

90

Ser

Val

Ser

75

Thr

Ser

Thr

Leu

Arg

Leu

Ser

75

Thr

Ser

Thr

60

Lys Asn Thr

Ala Val Tyr

Met Arg Ser
110
Val Ser Ser

125

Val Gln Pro

His His Ser
30
Glu Arg Glu

45

Tyr Ala Asp
60

Lys Asn Thr

Ala Val Tyr

Met Arg Ser

110

Val Ser Ser

125
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Leu Tyr

80
Tyr Cys
95

Asp Ser

Gly Gly
15

Asp Tyr

Phe Val

Ser Val

Leu Tyr

80
Tyr Cys
95

Asp Ser
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SIEdl

<210> 303

<211> 126

<212> PRT

<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 303

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 Gly Arg Ala His Ser Asp Tyr

20 25 30

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu Phe Val

35 40 45

Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr His Tyr Ala Asp Ser Val

50 95 60

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

65 70 75 80

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

85 90 95

Ala Ala Arg Gln Gly Gln His Ile Tyr Ser Ser Met Arg Ser Asp Ser

100 105 110

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

115 120 125

<210> 304

<211> 126

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 304

Glu Val GIn 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 Gly Arg His Phe Ser Asp Tyr
20

25 30
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Ala Met Ala Trp Phe Arg Gln Ala Pro
35 40
Ala Gly Ile Gly Trp Ser Gly Gly Asp
50 55
Arg Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu Gln Met Asn Ser Leu Arg Ala Glu

85

Ala Ala Arg Gln Gly Gln His Ile Tyr
100 105

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
115 120

<210> 305

<211> 262

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 305

Glu Val Gln Leu Val Glu Ser Gly Gly

1 5

Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25
Leu Ser Pro Tyr Ala Val Gly Trp Phe
35 40
Leu Glu Phe Val Ser Thr Ile Thr Ser
50 95

Asp Ser Val Lys Gly Arg Phe Thr 1

@

65 70

Ser Leu Tyr Leu Gln Met Asn Ser Leu

85
Tyr Tyr Cys Ala Val Arg Thr Arg Arg

100 105

Gly Gln Glu

Thr His Tyr

60

Asn Ser Lys
75

Asp Thr Ala

90

Ser Ser Met

Val Thr Val

Gly Leu Val
10

Gly Arg Thr

Arg Gln Ala

Gly Gly Ser

60

Ser Arg Asp
75

Arg Ala Glu

90

Tyr Gly Ser

Arg Glu Phe Val
45

Ala Asp Ser Val

Asn Thr Leu Tyr
80
Val Tyr Tyr Cys

95

Arg Ser Asp Ser
110
Ser Ser

125

Gln Pro Gly Gly
15

Phe Ser Gly Ile

30
Pro Gly Lys Gly
45

Ala Ile Tyr Thr

Asn Ala Lys Asn
80

Asp Thr Ala Val

95
Asn Leu Gly Glu

110
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Val Pro Gln Glu Asn Glu Tyr Gly

115 120

Thr Val Ser Ser Gly Gly Gly Gly
130 135

Gly Gly Ser Glu Val GIn Leu Leu

145 150
Pro Gly Gly Ser Leu Arg Leu Ser
165
Arg Ser Phe Gly Met Ser Trp Val
180
Glu Trp Val Ser Ser Ile Ser Gly
195 200

Asp Ser Val Lys Gly Arg Phe Thr

210 215
Thr Leu Tyr Leu GIn Met Asn Ser
225 230
Tyr Tyr Cys Thr Ile Gly Gly Ser

245
Leu Val Thr Val Ser Ser
260

<210> 306
<211> 267
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct

<400> 306

Tyr

Ser

Glu

Cys

Arg

185

Ser

Leu

Leu

Trp Gly Gln

Gly Thr Leu Val

125

Gly Gly Gly Gly Ser Gly Gly

140

Ser Gly Gly Gly Leu Val Gln

155
Ala Ala Ser
170

Gln Ala Pro

Gly Ser Asp

Ser Arg Asp

220

Arg Pro Glu
235

Ser Arg Ser

250

160

Gly Phe Thr Phe

175

Gly Lys Gly Pro

190

Thr Leu Tyr Ala

205

Asn Ser Lys Asn

Asp Thr Ala Val

240

Ser Gln Gly Thr

255

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 Gly Arg Thr Phe Ser Gly Ile

20

25

30

Leu Ser Pro Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Lys Gly

35 40

45
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Leu Glu Phe Val

Asp

65

Ser

Tyr

Val

Thr

Ser

Pro

Asp

Asp

225

Ser

50

Ser Val

Leu Tyr

Tyr Cys

Pro Gln

115

Val Ser

130

Gly Ser

Gly Leu

Gly Phe

Gly Lys

195
Thr Leu
210

Asn Ser

Asp Thr

Ser Gln

<210> 307

<211> 272

<212> PRT

Lys

Leu

Ser

Val

Thr

180

Tyr

Lys

Gly
260

Ser Thr Ile
55

Gly Arg Phe

70
GIn Met Asn
85
Val Arg Thr

Asn Glu Tyr

165

Phe Arg Ser

Pro Glu Trp

Ala Asp Ser
215
Asn Thr Leu
230
Val Tyr Tyr
245

Thr Leu Val

Thr

Thr

Ser

Arg

Ser

Phe

Val

200

Val

Tyr

Cys

Thr

Ser

Leu

Arg

105

Tyr

Ser

Ser

185

Ser

Lys

Leu

Thr

Val

265

Gly

Ser

Arg
90

Tyr

Trp

Val

Leu

170

Met

Ser

250

Ser

Gly Ser
60

Arg Asp Asn

75

Ala Glu Asp

Gly Ser

Gly Gln Gly

140
GIn Leu Leu
155
Arg Leu Ser

Ser Trp Val

Ile Ser Gly

205
Arg Phe Thr
220
Met Asn Ser
235

Gly Gly Ser

Ser

Ala

Thr

Glu

Cys

Arg

190

Ser

Leu

Leu
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Tyr Thr

Lys Asn

80
Ala Val
95

Gly Glu

Leu Val

Gly Gly

Gly Ser

Ser Arg

Arg Pro
240
Ser Arg

255
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<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 307

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 Gly Arg Thr Phe Ser Gly Ile
20 25 30

Leu Ser Pro Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Lys Gly

35 40 45

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

100 105 110

Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu Val
115 120 125
Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
130 135 140
Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Val Gln
145 150 155 160
Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly Ser Leu Arg

165 170 175

Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Phe Gly Met Ser
180 185 190
Trp Val Arg Gln Ala Pro Gly Lys Gly Pro Glu Trp Val Ser Ser Ile
195 200 205
Ser Gly Ser Gly Ser Asp Thr Leu Tyr Ala Asp Ser Val Lys Gly Arg
210 215 220

Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gln Met
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225 230 235 240

Asn Ser Leu Arg Pro Glu Asp Thr Ala Val Tyr Tyr Cys Thr Ile Gly
245 250 255

Gly Ser Leu Ser Arg Ser Ser Gln Gly Thr Leu Val Thr Val Ser Ser
260 265 270

<210> 308

211> 277

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 308

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

65 70 75 80

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

130 135 140

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

145 150 155 160
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Gly Ser Glu Val Gln Leu Leu Glu
165
Gly Gly Ser Leu Arg Leu Ser Cys
180
Ser Phe Gly Met Ser Trp Val Arg

195 200

Trp Val Ser Ser Ile Ser Gly Ser
210 215
Ser Val Lys Gly Arg Phe Thr Ile
225 230
Leu Tyr Leu Gln Met Asn Ser Leu
245
Tyr Cys Thr Ile Gly Gly Ser Leu

260

Val Thr Val Ser Ser
275
<210> 309
<211> 262
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 309
Glu Val Gln Leu Leu Glu Ser Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala
20
Gly Met Ser Trp Val Arg Gln Ala

35 40

Ser Ser Ile Ser Gly Ser Gly Ser
50 55
Lys Gly Arg Phe Thr Ile Ser Arg

65 70

Ser Gly Gly Gly Leu Val Gln Pro
170 175

Ala Ala Ser Gly Phe Thr Phe Arg

185 190

Gln Ala Pro Gly Lys Gly Pro Glu

205

Gly Ser Asp Thr Leu Tyr Ala Asp
220
Ser Arg Asp Asn Ser Lys Asn Thr
235 240
Arg Pro Glu Asp Thr Ala Val Tyr
250 255
Ser Arg Ser Ser Gln Gly Thr Leu

265 270

Gly Gly Leu Val Gln Pro Gly Gly
10 15

Ser Gly Phe Thr Phe Arg Ser Phe

25 30

Pro Gly Lys Gly Pro Glu Trp Val

45

Asp Thr Leu Tyr Ala Asp Ser Val
60
Asp Asn Ser Lys Asn Thr Leu Tyr

75 80
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Leu Gln Met

Thr Ile Gly

Val Ser Ser
115
Gly Ser Glu
130
Gly Gly Ser
145

Gly Ile Leu

Lys Gly Leu

Tyr Thr Asp

195

Lys Asn Ser
210

Ala Val Tyr

225

Gly Glu Val

Leu Val Thr

<210> 310

<211> 267

<212> PRT

Asn Ser Leu Arg Pro Glu
85
Gly Ser Leu Ser Arg Ser

100 105

Gly Gly Gly Gly Ser Gly
120
Val Gln Leu Val Glu Ser
135
Leu Arg Leu Ser Cys Ala
150
Ser Pro Tyr Ala Val Gly

165

Glu Phe Val Ser Thr Ile
180 185
Ser Val Lys Gly Arg Phe
200
Leu Tyr Leu Gln Met Asn
215
Tyr Cys Ala Val Arg Thr
230

Pro Gln Glu Asn Glu Tyr
245

Val Ser Ser

260

<213> Artificial Sequence

<220><223>

<400> 310

Synthetic Construct

Asp Thr Ala Val Tyr Tyr Cys
90 95
Ser Gln Gly Thr Leu Val Thr

110

Gly Gly Gly Ser Gly Gly Gly
125
Gly Gly Gly Leu Val Gln Pro
140
Ala Ser Gly Arg Thr Phe Ser
155 160
Trp Phe Arg Gln Ala Pro Gly

170 175

Thr Ser Gly Gly Ser Ala Ile
190
Thr Ile Ser Arg Asp Asn Ala
205
Ser Leu Arg Ala Glu Asp Thr
220
Arg Arg Tyr Gly Ser Asn Leu

235 240

Gly Tyr Trp Gly Gln Gly Thr

250 255

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

1

5

10 15
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Ser Leu Arg

Gly Met Ser
35
Ser Ser Ile
50
Lys Gly Arg
65

Leu Gln Met

Thr Ile Gly

Val Ser Ser

115

Gly Ser Gly
130

Gly Leu Val

Gly Arg Thr

Arg Gln Ala

Gly Gly Ser
195
Ser Arg Asp

210

Arg Ala Glu
225

Tyr Gly Ser

Trp Gly Gln

Leu Ser

20

Trp Val

Ser Gly

Phe Thr

Asn Ser

85

Gln Pro

Phe Ser

165
Pro Gly
180

Asn Ala

Asp Thr

Asn Leu
245

Gly Thr

Cys Ala Ala

Arg Gln Ala
40
Ser Gly Ser
55
Ile Ser Arg
70

Leu Arg Pro

Leu Ser Arg

Gly Gly Ser

120

Gly Ser Glu
135

Gly Gly Ser

Gly Ile Leu

Lys Gly Leu

Tyr Thr Asp
200
Lys Asn Ser

215

Ala Val Tyr
230

Gly Glu Val

Leu Val Thr

Ser

25

Pro

Asp

Asp

Ser

105

Val

Leu

Ser

185

Ser

Leu

Tyr

Pro

Val

Gly Phe

Gly Lys

Thr Leu

Asn Ser

75

Asp Thr

90

Ser Gln

Gln Leu

Arg Leu

155

Pro Tyr

170

Phe Val

Val Lys

Tyr Leu

Thr Phe Arg Ser

Gly Pro

45
Tyr Ala
60

Lys Asn

Ala Val

Gly Thr

Gly Ser

125
Val Glu
140

Ser Cys

Ala Val

Ser Thr

Gly Arg

205
Gln Met
220

30

Asp

Thr

Tyr

Leu

110

Ser

190

Phe

Asn

Cys Ala Val Arg Thr

235

Gln Glu Asn Glu Tyr

250

Ser Ser
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Trp

Ser

Leu

Tyr

95

Val

Trp

175

Thr

Thr

Ser

Arg

Gly

255

Phe

Val

Val

Tyr

80

Cys

Thr

Ser

160

Phe

Ser

Leu

Arg
240

Tyr
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<210>
<211>
<212>

<213>

260
311
272

PRT

265

Artificial Sequence

<220><223> Synthetic Construct

<400>

311

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

Ser Leu

Gly Met

Ser Ser

50

Lys G

y

65

Leu G

n

Thr I

e

Val Ser

Gly Ser

130
Val Glu
145

Ser Cys

Ala Val

5
Arg Leu Ser
20
Ser Trp Val
35

Ile Ser Gly

Arg Phe Thr

Met Asn Ser
85
Gly Gly Ser
100
Ser Gly Gly
115

Gly Gly Gly

Ser Gly Gly

Ala Ala Ser
165
Gly Trp Phe

180

10

15

Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Phe

25
Arg Gln Ala Pro Gly Lys
40
Ser Gly Ser Asp Thr Leu
95

Ile Ser Arg Asp Asn Ser

70 75
Leu Arg Pro Glu Asp Thr
90
Leu Ser Arg Ser Ser Gln
105
Gly Gly Ser Gly Gly Gly
120

Gly Ser Gly Gly Gly Gly

135
Gly Leu Val GIn Pro Gly
150 155
Gly Arg Thr Phe Ser Gly
170
Arg Gln Ala Pro Gly Lys

185

30
Gly Pro Glu
45
Tyr Ala Asp
60

Lys Asn Thr

Ala Val Tyr

Gly Thr Leu

110

Gly Ser Gly
125

Ser Glu Val

140

Gly Ser Leu

Ile Leu Ser

Gly Leu Glu

190

- 277 -

Trp Val

Ser Val

Leu Tyr

80
Tyr Cys
95

Val Thr

Gly Gly

Gln Leu

Arg Leu

160
Pro Tyr
175

Phe Val
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Ser Thr Ile Thr Ser Gly Gly Ser Ala

195 200
Gly Arg Phe Thr Ile Ser Arg Asp Asn
210 215
GIn Met Asn Ser Leu Arg Ala Glu Asp
225 230
Val Arg Thr Arg Arg Tyr Gly Ser Asn
245

Asn Glu Tyr Gly Tyr Trp Gly Gln Gly

260 265
<210> 312
<211> 277
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 312
Glu Val Gln Leu Leu Glu Ser Gly Gly
1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

Gly Met Ser Trp Val Arg Gln Ala Pro

35 40
Ser Ser Ile Ser Gly Ser Gly Ser Asp
50 55
Lys Gly Arg Phe Thr Ile Ser Arg Asp
65 70
Leu GIn Met Asn Ser Leu Arg Pro Glu
85

Thr Ile Gly Gly Ser Leu Ser Arg Ser

100 105

Val Ser Ser Gly Gly Gly Gly Ser Gly

[le Tyr Thr Asp

205
Ala Lys Asn Ser
220
Thr Ala Val Tyr
235
Leu Gly Glu Val
250

Thr Leu Val Thr

Gly Leu Val Gln
10

Gly Phe Thr Phe

Gly Lys Gly Pro

45
Thr Leu Tyr Ala
60
Asn Ser Lys Asn
75
Asp Thr Ala Val
90

Ser GIn Gly Thr

Gly Gly Gly Ser

Ser Val

Leu Tyr

Tyr Cys

Pro Gln
255

Val Ser

270

Pro Gly

15
Arg Ser
30

Glu Trp

Asp Ser

Thr Leu

Tyr Tyr

95

Leu Val

110

Gly Gly
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Lys

Leu

Ser

Phe

Val

Val

Tyr

80

Cys

Thr

Gly
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115 120 125
Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
130 135 140
Ser Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly
145 150 155 160

Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Thr Phe Ser Gly

165 170 175
Ile Leu Ser Pro Tyr Ala Val Gly Trp Phe Arg Gln Ala Pro Gly Lys
180 185 190
Gly Leu Glu Phe Val Ser Thr Ile Thr Ser Gly Gly Ser Ala Ile Tyr
195 200 205
Thr Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys
210 215 220

Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala

225 230 235 240
Val Tyr Tyr Cys Ala Val Arg Thr Arg Arg Tyr Gly Ser Asn Leu Gly
245 250 255
Glu Val Pro Gln Glu Asn Glu Tyr Gly Tyr Trp Gly Gln Gly Thr Leu
260 265 270
Val Thr Val Ser Ser
275
<210> 313
<211> 256
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 313

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 Gly Arg Ala Phe Ser Asp Tyr
20 25 30

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu Phe Val
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35
Ala Gly Ile
50

Arg Gly Arg

65

Leu Gln Met

Ala Ala Arg

Tyr Asp Tyr
115

Gly Gly Ser

130
Leu Leu Glu
145

Leu Ser Cys

Trp Val Arg

Ser Gly Ser

195

Phe Thr Ile
210

Asn Ser Leu
225
Gly Ser Leu
<210> 314
<211> 261
<212> PRT

<213>

40
Gly Trp Ser Gly Gly Asp Thr
55

Phe Thr Ile Ser Arg Asp Asn

70
Asn Ser Leu Arg Ala Glu Asp
85 90
Gln Gly Gln Tyr Ile Tyr Ser
100 105
Trp Gly Gln Gly Thr Leu Val
120

Gly Gly Gly Gly Ser Gly Gly

135
Ser Gly Gly Gly Leu Val
150
Ala Ala Ser Gly Phe Thr Phe
165 170
Gln Ala Pro Gly Lys Gly Pro
180 185

Gly Ser Asp Thr Leu Tyr Ala

200
Ser Arg Asp Asn Ser Lys Asn
215
Arg Pro Glu Asp Thr Ala Val
230
Ser Arg Ser Ser Gln Gly Thr

245 250

Artificial Sequence

Leu

Ser

75

Thr

Ser

Thr

Pro
155

Arg

Asp

Thr

Tyr
235

Leu

45

Tyr Ala Asp Ser

60

Lys Asn

Ala Val

Met Arg

Val Ser

125

Gly Ser

140

Gly Gly

Ser Phe

Trp Val

Ser Val

205
Leu Tyr
220

Tyr Cys

Val Thr

Thr

Tyr

Ser

110

Ser

Ser

Ser
190

Lys

Leu

Thr

Val

- 280 -

Leu

Tyr
95

Asp

Val

Leu

Met
175

Ser

Ser

255

Val

Tyr

80

Cys

Ser

Arg
160

Ser

Arg

Met

240

Ser
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<220><223> Synthetic Construct

<400> 314

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 Gly Arg Ala Phe Ser Asp Tyr

20 25 30

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu Phe Val
35 40 45

Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr Ala Asp Ser Val

50 55 60

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

115 120 125

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
130 135 140
Gly Ser Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro
145 150 155 160
Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg
165 170 175
Ser Phe Gly Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Pro Glu

180 185 190

Trp Val Ser Ser Ile Ser Gly Ser Gly Ser Asp Thr Leu Tyr Ala Asp
195 200 205
Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr
210 215 220
Leu Tyr Leu GIn Met Asn Ser Leu Arg Pro Glu Asp Thr Ala Val Tyr

225 230 235 240
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Tyr Cys Thr Ile Gly Gly Ser Leu Ser Arg Ser Ser Gln Gly Thr Leu

245 250 255

Val Thr Val Ser Ser
260

<210> 315

<211> 266

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 315

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 Gly Arg Ala Phe Ser Asp Tyr
20 25 30

Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu Phe Val

35 40 45

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

100 105 110

Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly
115 120 125
Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
130 135 140
Gly Ser Gly Gly Gly Gly Ser Glu Val GIn Leu Leu Glu Ser Gly Gly
145 150 155 160

Gly Leu Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser
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Gly Phe Thr Phe
180
Gly Lys Gly Pro
195
Thr Leu Tyr Ala
210
Asn Ser Lys Asn

225

Asp Thr Ala Val

Ser Gln Gly Thr
260
<210> 316
<211> 270
<212> PRT

<213>

165

Arg Ser Phe Gly Met
185
Glu Trp Val Ser Ser
200
Asp Ser Val Lys Gly
215
Thr Leu Tyr Leu Gln

230

Tyr Tyr Cys Thr Ile
245
Leu Val Thr Val Ser

265

Artificial Sequence

<220><223> Synthetic Construct

<400> 316
Glu Val GIn Leu
1

Ser Leu Arg Leu

20
Ala Met Ala Trp
35
Ala Gly Ile Gly
50
Arg Gly Arg Phe
65

Leu Gln Met Asn

Val Glu Ser Gly Gly
5

Ser Cys Ala Ala Ser

25
Phe Arg Gln Ala Pro
40
Trp Ser Gly Gly Asp
55
Thr Ile Ser Arg Asp
70

Ser Leu Arg Ala Glu

85

170 175

Ser Trp Val Arg Gln Ala
190
[le Ser Gly Ser Gly Ser
205
Arg Phe Thr Ile Ser Arg
220
Met Asn Ser Leu Arg Pro

235

Gly Gly Ser Leu Ser Arg
250 255
Ser

Gly Leu Val Gln Pro Gly
10 15

Gly Arg Ala Phe Ser Asp

30
Gly Gln Glu Arg Glu Phe
45
Thr Leu Tyr Ala Asp Ser
60
Asn Ser Lys Asn Thr Leu
75

Asp Thr Ala Val Tyr Tyr

90 95
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Pro

Asp

Asp

240

Ser

Tyr

Val

Val

Tyr

80

Cys
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Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp Ser
100 105 110
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly
115 120 125
Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
130 135 140

Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Val Gln Leu

145 150 155 160
Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly Ser Leu Arg Leu
165 170 175
Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Phe Gly Met Ser Trp
180 185 190
Val Arg Gln Ala Pro Gly Lys Gly Pro Glu Trp Val Ser Ser Ile Ser
195 200 205

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

210 215 220
Thr Ile Ser Arg Asp Asn Ser Asn Thr Leu Tyr Leu GIn Met Asn Ser
225 230 235 240
Leu Arg Pro Glu Asp Thr Ala Val Tyr Tyr Cys Thr Ile Gly Gly Ser
245 250 255
Leu Ser Arg Ser Ser Gln Gly Thr Leu Val Thr Val Ser Ser
260 265 270
<210> 317
<211> 256
<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 317

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

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Phe

20 25 30
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Gly

Ser

Lys

65

Leu

Thr

Val

145

Asp

Phe

Ser

Leu

Tyr

225

Asp

Met

Ser

50

Ser

Ser

130

Tyr

Val

Val

Tyr

210

Cys

Ser

Ser

35

Arg

Met

Ser

115

Ser

Arg
195

Leu

Tyr

<210> 318

<211> 261

<212> PRT

Trp Val

Ser Gly

Phe Thr

Asn Ser

85

Gly Ser

Val Gln

Leu Arg

Met Ala

Gly Arg

Gln Met

Ala Arg

Asp Tyr

245

Arg Gln Ala Pro Gly Lys

40
Ser Gly Ser Asp

55

[le Ser Arg Asp
70

Leu Arg Pro Glu

Leu Ser Arg Ser

105

Thr

Asn

Asp
90

Ser

Leu

Ser
75

Thr

Gly Gly Ser Gly Gly Gly

120

Leu Val Glu Ser
135

Leu Ser Cys Ala

150

Trp Phe Arg Gln

170

Ser
155

Pro

Gly Trp Ser Gly Gly Asp

185

Phe Thr Ile Ser
200
Asn Ser Leu Arg
215
Gln Gly Gln Tyr
230

Trp Gly Gln Gly

Arg

Ala

Thr

250

Asp

Tyr
235

Leu

Gly Pro Glu
45
Tyr Ala Asp

60

Lys Asn Thr

Ala Val Tyr

Gly Thr Leu

110

Gly Leu Val

Thr Leu Tyr
190

Asn Ser Lys
205

Asp Thr Ala

220

Ser Ser Met

Val Thr Val
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Trp

Ser

Leu

Tyr

95

Val

Phe

Arg

175

Asn

Val

Arg

Ser

255

Val

Val

Tyr
80

Cys

Thr

Pro

Ser

160

Asp

Thr

Tyr

Ser

240

Ser
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<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 318

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu

1

Ser Leu Arg

Gly Met Ser

35

Ser Ser Ile
50

Lys Gly Arg

65

Leu Gln Met

Thr Ile Gly

Val Ser Ser
115
Gly Ser Gly
130
Gly Leu Val
145

Gly Arg Ala

Gly Gln Glu

Thr Leu Tyr

195

Asn Ser Lys
210

Asp Thr Ala

5
Leu Ser
20

Trp Val

Ser Gly

Phe Thr

Asn Ser

85

Gly Ser

100

Gly Gly

Gln Pro

Phe Ser

165

Arg Glu

180

Ala Asp

Asn Thr

Val Tyr

10
Cys Ala Ala Ser Gly Phe Thr
25
Arg Gln Ala Pro Gly Lys Gly

40

Ser Gly Ser Asp Thr Leu Tyr
55 60
[le Ser Arg Asp Asn Ser Lys
70 75
Leu Arg Pro Glu Asp Thr Ala
90
Leu Ser Arg Ser Ser Gln Gly

105

Gly Gly Ser Gly Gly Gly Gly
120
Gly Ser Glu Val Gln Leu Val
135 140
Gly Gly Ser Leu Arg Leu Ser
150 155
Asp Tyr Ala Met Ala Trp Phe

170

Phe Val Ala Gly Ile Gly Trp
185
Ser Val Arg Gly Arg Phe Thr
200
Leu Tyr Leu Gln Met Asn Ser
215 220

Tyr Cys Ala Ala Arg Gln Gly

Phe Arg
30
Pro Glu

45

Ala Asp

Asn Thr

Val Tyr

Thr Leu

110

Ser Gly
125

Glu Ser

Cys Ala

Arg Gln

Ser Gly

190
Ile Ser
205

Leu Arg

Gln Tyr
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Val Gln Pro Gly Gly

15

Ser Phe

Trp Val

Ser Val

Leu Tyr

80
Tyr Cys
95

Val Thr

Ala Ser
160
Ala Pro

175

Gly Asp

Arg Asp

Ala Glu

Ile Tyr
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225 230 235 240

Ser Ser Met Arg Ser Asp Ser Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
245 250 255
Val Thr Val Ser Ser
260
<210> 319
<211> 266
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 319
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Phe

20 25 30

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

85 90 95

Thr Ile Gly Gly Ser Leu Ser Arg Ser Ser Gln Gly Thr Leu Val Thr
100 105 110
Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
115 120 125
Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Val Gln Leu
130 135 140
Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly Ser Leu Arg Leu

145 150 155 160
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Ser Cys Ala Ala Ser Gly Arg Ala Phe
165
Phe Arg Gln Ala Pro Gly Gln Glu Arg
180 185
Trp Ser Gly Gly Asp Thr Leu Tyr Ala
195 200
Thr Ile Ser Arg Asp Asn Ser Lys Asn

210 215

Ser Leu Arg Ala Glu Asp Thr Ala Val

225 230

Gly Gln Tyr Ile Tyr Ser Ser Met Arg

245

Gly Gln Gly Thr Leu Val Thr Val Ser
260 265

<210> 320

<211> 271

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 320

Glu Val Gln Leu Leu Glu Ser Gly Gly

1 5
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
Gly Met Ser Trp Val Arg Gln Ala Pro
35 40
Ser Ser Ile Ser Gly Ser Gly Ser Asp
50 95

Lys Gly Arg Phe Thr Ile Ser Arg Asp

65 70

Ser

170

Glu

Asp

Thr

Tyr

Ser

250

Ser

Gly

10

Gly

Gly

Thr

Asp Tyr

Phe Val

Ser Val

Leu Tyr

220

Tyr Cys
235

Asp Ser

Leu Val

Phe Thr

Lys Gly

Leu Tyr

60

Ala Met Ala Trp
175
Ala Gly Ile Gly
190
Arg Gly Arg Phe
205

Leu Gln Met Asn

Ala Ala Arg Gln
240
Tyr Asp Tyr Trp

255

Gln Pro Gly Gly

15
Phe Arg Ser Phe
30
Pro Glu Trp Val
45

Ala Asp Ser Val

Asn Ser Lys Asn Thr Leu Tyr

75

80

Leu GIn Met Asn Ser Leu Arg Pro Glu Asp Thr Ala Val Tyr Tyr Cys

85

90

95

- 288 -
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Thr Ile Gly Gly Ser Leu Ser Arg Ser Ser Gln Gly Thr Leu Val Thr
100 105 110
Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
115 120 125

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

130 135 140
Ser Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly
145 150 155 160
Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Arg Ala Phe Ser Asp
165 170 175
Tyr Ala Met Ala Trp Phe Arg Gln Ala Pro Gly Gln Glu Arg Glu Phe
180 185 190

Val Ala Gly Ile Gly Trp Ser Gly Gly Asp Thr Leu Tyr Ala Asp Ser

195 200 205
Val Arg Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu
210 215 220
Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr
225 230 235 240
Cys Ala Ala Arg Gln Gly Gln Tyr Ile Tyr Ser Ser Met Arg Ser Asp
245 250 255

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

260 265 270
<210> 321
<211> 9
<212> PRT
<213> Artificial Sequence
<220><223> Synthetic Construct
<400> 321
Gly Gly Gly Gly Gly Gly Gly Gly Pro
1 5
<210> 322

<211> 117
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<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 322
Leu Glu GIn Val Gln Leu GIn
1 5

Gly Gly Ser Leu Arg Leu Ser

20
Arg Phe Gly Met Thr Trp Val
35
Trp Val Ser Gly Ile Ser Ser
50 55
Ser Val Lys Gly Arg Phe Thr
65 70

Leu Tyr Leu Gln Met Asn Ser

85
Tyr Cys Thr Ile Gly Gly Ser
100

Val Thr Val Ser Ser

115
<210> 323
<211> 7
<212> PRT

<213> Artificial Sequence

Glu Ser Gly Gly Gly Leu Val Gln Pro
10 15

Cys Glu Ala Ser Gly Phe Thr Phe Ser

25 30
Arg Gln Ala Pro Gly Lys Gly Val Glu
40 45
Leu Gly Asp Ser Thr Leu Tyr Ala Asp
60
[le Ser Arg Asp Asn Ala Lys Asn Thr
75 80

Leu Lys Pro Glu Asp Thr Ala Val Tyr

90 95
Leu Asn Pro Gly Gly Gln Gly Thr Gln

105 110

<220><223> Synthetic Construct

<400> 323

Pro Asn Leu Leu Gly Gly Pro

1 5
<210> 324

<211> 6

<212> PRT

<213> Artificial Sequence

- 290 -

SIHS31 10-2025-0068795



SIHS31 10-2025-0068795

<220><223> Synthetic Construct

<400> 324

His His His His His His

1 5

<210> 325

<211> 16

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 325

Arg Leu Pro Leu Asp Asn Asn Ile Asp Tyr Gly Asp Phe Ala Lys Gly
1 5 10 15
<210> 326

<211> 14

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 326

Asn Val Leu Leu Ser Arg Gln Ile Asn Gly Ala Tyr Val His

1 5 10

<210> 327

<211> 10

<212> PRT

<213> Artificial Sequence

<220><223> Synthetic Construct

<400> 327

Glu Met Gly Ala Thr Ile Asn Val Met Ala

1 5 10
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