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[0005]

[0006]

[0007]

[0008]

[s}
X]ol (Saccharomyces cerevisiae), I 7]o} F*Ea]> (Pichia pastoris), A&
polymorpha), % &-Fo]u]Znfo]i~ ZEIA (Kluyveromyces lactis)ES E&3HC}F, o]
glae A dide] B} Z (d& B0, AHA) fEE AAEoorgt Sk S8

= L8R AE S AT F 7] dEeld.

ANxY S5 AEZoA Az dilde g qfre] ALk 7] Axd duidoe] MEREE ZH|HE F9
folgiAl =] 1 olfrE wHlE wwlFe] 2Hgt MERFE GolsiAl EH 7] wiEela, ME &3 2 A=
FalE 25 dulze] 854 Fert 4o vk, Hrjof FakEgaw FRlE Axd glEe] ALt 53] A
gretdl 1 olfre= olAo] Ha @ wiXeA AT G Qlo] ole W HEEA A B ARnEIHIE F
g HoE oAl delE JbssiAl shy] wioln Frjof Bkl AFSH diiAor A A4E
(&5, 23 @A) & HrstaL, olF #HjE Axd iAo v 2 AAE F7FE A7) wiLelth

WHE Az iAo kS s AFREHE AT S5 AEE oFH R diRe] Axd dwAs Ailst
I AEE AxY @Gl giiEs Eujdth. dxe JAFHoR oA E o, A 55 HAE U= JHEy
3 QxR dids dsgste FYFEULEelE NEE ZE AASsta, Y] ZEwEdLEelE AEY
AAE A Z2RE 9 ga3Hd F24Ae] Ao sfell EF sk, AF frRE A} FHE =YFel o3
=S HAslelal, Az w5 AE | FERIFUlEE AEe Ag5E ST (dF 59, 54 &
g deEtelt AE 27 ol FHEE XEstE s AEE TSl oA A 2 FgA 49y T
AE AEgEs AMES] o3 AHA"ET. olF M ey o5 aFolA i Al =dsteE Aol e
g 7 olfrE E2 JHEFTt AR Ax3 a7 AEE EAGEATIa, e ZEREVE QXY S5
AEZF Ags] ZLYA 7L/ A7 A EHE ¢ e ARG 5 £ Ay diAdS AASH] wiEo| v
$ %% Damasceno et al. [2012] Appl Microbiol Biotechnol 93:31-39; Parekh et al. [1995] Protein Expr

Purif. 6(4):537-45; Zhu et al. [2009] J Appl Microbiol 107:954-963; Liu et al. [2003] Protein Expr.
Purif. 30:262-274). A#H=A, Ax3} dwlde] F&2 FHHA] AV Zx 299 A3 dwdo] A=
ST AX U F431a AZXF S5 AE7E B2 2Eds 9eS 457 7] wiZel] FA el o2 AY
AR FAshe Aol Tt (A& 5o, EPEHA 22 g ¥g [(PR) =& ER-AFE d9d #3 F=
[ERAD] (#¥1 %2 Hohenblum et al. [2004] Biotechnol Bioeng. 12:367-375; Vassileva et al. [2001] J
Biotechnol. 12:21-35; Inan et al. [2006] Biotechnol Bioeng. 12:771-778; Zhu et al. [2009] J Appl
Microbiol. 12(3):954-963). A&, A& @A Fi= 9 UPR HAF 2HEAA (Haclp) o] 4FE=HLS UPRY
a2E a7l Axy dud FES FAgshe Jdo® Uewu(EdiE: Zhang et al. [2006]
Biotechnol Prog. 12:1090-1095; Lee et al. [2012] Process Biochem. 12:2300-2305; Valkonen et al. [2003]
Appl Environ Microbiol. 12:6979-6986). Zreju}, 7] didL &4 ZAAE AL (EAFZE: Guerfal et
al. [2010] Microb Cell Fact.12:49) Ax3F %5 Alxo #u] F=o Xds oJd3 ds AAs A Kot
(E3%=: Inan et al. [2006] Biotechnol Bioeng.12:771-778). wtebA, AZg &F Alxe &u] 739 &

-
He Az dde] Prs AT F2 HEow Holglt.

g dhrde) RA GG SAVIUA B Axg @A FohE
=z
-

g J§
ddstel= A



[0009]

[0010]

[0011]

[0012]

[0013]
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A9 HE 78

yigel g7

1o Axg @unde nRn FEE 4] 9% el sEEel,

% 2% ARFFEDlolA AfeH]X] o) (Saccharomyces cerevisiae) (Z#]-aMF(sc) / *XZ-aMF(sc)) 2] a-unj
QAL HH] 2E = ARFFErlolAx AlEH] o (xXZ2-aMF(sc))d] a-uH] 29l gy HAelol= ¢ AT
FEtol 9] 75 WHolA R o] Folzl AxF EH] s 7T WHolAE EFshe N-dd EH ] 2zl 2
Ao AdE AIa-AF diES dsstele U (A) e I (B)Y ZwEULEelE N89S 33t Al
3 WE e =314 Holth. (A) ZYFwEHELElE AEe Y 719 EYE HE AMSEHE ZHZ:%L HE o]
T3A 3. (B) EYwEEILE|E AEe] I 79 EYS A AR EHE AxF WHY =34 W,

X 3 WX 5% ELISAC] 93 A& upeh o] tekslt F7jo) mprEalx A7 S5 Ao o) AAdHE
Az AT A gl 88 Boj k. M 4/5/6xalF = A3 D Zg-aMF(se) / *ZZ-aMF(sc)ell
AsHoR AZdE A3 A & *‘% Yo slsl= 4/5/6 ZERIWEHELEIE AES Xk AXY 557 F

H
)
(ML 8); 4x aMF+3xPepd = A& A Zg-PEP4(sc) / *Z2Z-aMF(sc)oll FsH oz A4d% A3 FAF
WA S dsstets Mo ZEFIEUEOIE AEE FUE X5 AXH 557 F 4xalf (HEHSE 9)5 4x
aMF+3xDse4 = A& A E Z2]-DSE4(pp) / *Z2-aMF(sc)ol FHEHoz d4dd A3 FAF dladS <3538l
e EYwEullEelE AEs FUtE x23ste AR S5 & 4xalF (AEHE 10); 4x aMF+2xEpx1 = 21
5 A9 Z-EPX1(pp) / *Z2-alMf(sc)ol AeHoz AZ4d A3 FAF ddS daslete 279 Ews

=

doEtols NAdg F7hR XFshE AXT HF F 4xalF (AEWE 11 % dx aMF+2xEpx] + IxCLSP = 41&

A ZP]-CLSP(gg) / *Z2-alF(sc)ell #edeom ddd da A @S %‘ shebe e Eelrad e
Eolt NEdS FU1E 888 AZRe $F £ 4xalF + 2xEpxl (AEH3E 12).

< ¥t

% 6o B owwe] Tadol el AxR By A5E 2% Zedrel=g Hda] dd 2E 4

Az S zte AT dup-obdzA s Tdstes A v7jof JAE] AR

A7) ERe B ma BAS S8 Bae) ANNES Bgd FAAE £AT. Gt B =dd 7
2 % Pyel gerd Pzl Belel JAE A2RE Mol A glo] Agd & dtks A% S99
258 golahA AAF Aol
g2 5] AT FAF hE
Ael
2 AelEA @ A%, WolA A BE /%4 % e goli L9 AAuIGe] Sa 1% b
)

&0} "a’ % "an’ W "the” W Bl AFEE whel 2e fA golt wale] G2 AAHAY oo o) )
3 wursA 2t 44 vF % BE 5 08 dgen

ohuliibe o]F9] WYA-EA ;= EE o9 3EA iEOﬂ o8l A & ok, BeA-ER =E, ofnlw
¥4 2 3-wA meE O 2k 6 - Feheld (Gly), P - ZEW (Pro), A - e 2

(Ala), V - &
(Val), L - F4 (Lew), I - o]&FAl (Ile), M - UﬂE]S’_‘d (Met), C - A]=H<2 (Cys), F - #Addad
(Phe), Y - E12A (Tyr), W - EHES (Trp), H - 3289 (His), K - #Fo]al (Lys), R - o}27]d (Arg),
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[0015]

[0016]

[0017]

[0018]

[0019]

[0020]

[0021]

oin

=55] 10-2618002

Q - =FE (Gln), N - ok2=u&7l (Asn), E - SFE4F (Gluw), D - o}=FZELF (Asp), S - Al (Ser), T
- Eglod (Thr)
ol ARgE vkel 22 §of "eA WolA'E f dulA g lojA Aolgh @l AS AFetar,
714, 71574 AL 3 @ild JEo 10% ool REHT. dF FAdAA, Ve BolAet af o
A 7k Aol Fa oAl Y (dF 59], skt o9 ofm AR AAEAY, AYHEAY ASET) ®
= 3E & WY (dE 5o, @3k, AEhel A& F vk, obvxat A 9 e v ofu| ko] i
Ad ATk ofyel N-e H/EE C-gd FFEE 29E 4 k. opn A X3 nl-REY 2 BEA
Ags EFgsla, o7iA, BREA oAl XFe Gl dE] FAHO Ju(EdARFR: odE 59,
Creighton (1984) Proteins.W.H.Freeman and Company (Eds)). €4 F@ddA, 7154 WA € 14 &4
Aol 80%, Hol% 85%, HOE 90%, X% 95%, L& HoZ 99%9] oln|w=Al i FEULEE AE

welo] ALGE hsh g WA Ei ofulwdr AGY BIse] fo} "EAY" EE "BAW S Ade] A 4
g4 98 AYRE A4S 5T 2he AD ) RS E ojunal A71E AFHT. A7) S8
JEstel, "BAYT AMEE WuHE Ad 99 Hol EAT F AL (5, ABAD [dF 5o, %A =
el gel]) tetHom Ade] Age] AA EAG 5 dvh. 'S Holw 9, 20, 24, B, 32, EFE 367
wEAQEC|S, B Ao 6] oful:ile] A% ~EAXQ Ao welEd. A9 Mad s, AYHoE
shtel Age g Agol olsth musE Fx AARA AgF MG ww uHS AEHE 4, Y
% Fx Ade AR 4Y5n BeW 49 AnAYG A¥} AYH 4G SnelF 20 ek

: 3 2 gz Adw dhHoR AY

A, o]ojA, A 3
AE(E)ell gt AE sdd FHAEE Alteltr. vlaE A3 Ade HA HHL & Eo], Smith &
Waterman, Adv.Appl.Math.2:482 (1981)2] =4 %A d118]%, Needleman & Wunsch, J. Mol. Biol. 48:443
(1970)9] 54 A4 da2]E, Pearson & Lipman, Proc. Nat'l.Acad. Sci. USA 85:2444 (1988)9] A
Hol| 9|3 AL, o]5 L] E(GAP, BESTFIT, FASTA, = TFASTA(”]3: Wisconsin Genetics Software Package,
Genetics Computer Group, 575 Science Dr., Madison, Wis.))2 FFH Fd, & Sk ANESR=: At
A0 = Ausubel et al., infra)el <3 F3h€ F Ak, AE 544 2 AE A HAEE AAs7] 30
Agket daglEe st d= BLAST dagsolth(wddzx: olE &9, Altschul et al. [1990] J. Mol.
Biol. 215:403-410; Gish & States.[1993] Nature Genet.3:266-272; Madden et al. [1996]
Meth.Enzymol.266:131-141; Altschul et al. [1997] Nucleic Acids Res.25:3389-3402; Zhang 7 Madden.[1997]
Genome Res.7:649-656). BLAST #X& $8317] 93 ~ZEoj= 7]F (National Center for Biotechnology
Information)s &3 ITNALE 7H&38lth. 7] AZEdols B3 Lol A U BEE 7] A€ =
Hol el = E oo EA onxite] B AMEE AAHs] d&) A8E 4 vk ddAE 4] #HA
<} KN [sig

b Ed 24 2 5% NS Bo 449 5 U9 AXT Felt),

Fof "EFTE", "EFBL, 2 (having)', "RET (has)", " W (vith)", Ei o]e] WHAE §of
EREE I AR WAow xBHe Ao owHt)

g =
e

=3

E

ji=4

K
i)
[
flo

N

ol
)
1=

fr

.

<

o &
AL
=)
An)

F

of AHgE Hish Ze gof w4

Ll V& (microbe)"& H]AE (microorganism)S ATl GAE F7)AS AF
gt} 2o AFgE v} e fol= EE Ald, BE A, SAXE dANE, SAE 5, dAX A&,
AL AFF, GAE 2/, ZE AT E, © ZE AXFAE g3

fo] HYo] Algd vie} T2 "IRK"= ole MAde] njEEHE e HAEE AS AFs

Ho] ALEd wie} 7 go] "HAEHog AAF"S dwMAS 5 dsteE ZEwEFdotels ME e o
Ay} ALow dAd" FYEFEUQEO|E B opu|At MY, H diAs A5 slele L wEElLEIE A
4y Eda e Ay A fgsta gidS dEsksls ZEwEd el e wiE o] AL, &
5, 249, Y e & 75 S Adste, TEwEUSEeIE e oAt AES At

fo] "QJojol" e "Jor"= EAH EA e 1X7F EAEIAY EAEA &2 4 AAY, oHlE T 43
o] EAIAY EASHA S F S gulsta, A7) 7IAVE B 54 e 727 EAEE A3 9 A3
EA e 27 Sk 43, e oME FxE 3ol EAets AE 2 7] oME Fe 3ol ot
A ke AEes xSt

ol Abgd whe} 2 o] w2 vgA FRE §lv el H B4 e EYEE I
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w2h] A%

PHEES 57] AEiME, dlEde o5 Ak Axe AXd 2y ARE I olEslort gk ] o
e N-gd 2H AFE T, £ g Ax AFELRY olF By Y] ARE AAET. HiE, ]
AEe s feel=s ¥FE. S Hetol=s Ao N-Iw A4 obieit B C-Ed A4 o
Aol o) =7 E 13 WA 36709 i &4 ofvnAte® o]fojXint. e fEfolu= iy 27 o
NAE AMEAZRE [Re] FAoR a5 FAd EE dE Fo olFS wizlste A A 4R (SRP) E=E
te % g (s 5o, S\ND, GED) ¥ Foz-ggrh. ERellA, A& fetol=s APH o Ao AlAsaL
HAE e Eetal dE F wge JYAT. ojojA, Y] @jde RRERE SAAZ AEHIL, o]o]x ]
2¥A 9 AE ER dadn. A% feeld F7kR, B Bl S8 Age 2 27] ] A
HAEE g4 feleler xgate ) AsE Za vk, gy felelue AdHor, shdel os) g
25 oblieAt EE SA ofueqto s o Rt ofEd F3EE= A glol, du Jrelse FHS Y
AA G o] Ay 29S BAgsta/shru BRENE SAARe] dide] s=5S A7, 7] 2y
Blole= d@Aos dd AZHE Jos Andn

Axefy 2ujss thde] 2 whuld Jhe) s ggetal, FEHor oo A 7] AdEjellA e
of ZEHow Add IH Az oJEdrt. el #H AsE gPAlel A E da, die TR
wHE A dde s s ARSEn. ols TN TR AL AREpRolAL AEH]x] o

AL, oA N-gek 19-otmqt AS o]

; 1
of o]ojA 70-ofv]mAt e fepo| =R o] Tt} (HFE 4l
RE D). ApFpRepol A=A Efp] <)ool aMF (BEfh el Z2]-a
MF(sc)/Z2-aMF(sc) @A AFHE)e 21 AZolA ZR-alf(sc) (MEHE 7)9] WEE wude] uEn)
FEE AF] s TaFTe YTAAREHTE: dE 5, Fitzgerald & Glick [2014] Mi
Fact 28;13(1):125; Fahnestock et al. [2000] J Biotechnol 74(2):105). XZ&]-aMF(sc) °]€]f th
Flolme] EE-alf(se) Ei= oo 7154 WolAlel F7b: ma Azd wuldel BuE 4 o
HrE AT g Al adE HoFla, 54 Az S5 AxedA 54 Az e o 2]
S/AIAE HE A dae] gk dulel et gAY WHlE AT GEA R Fitzgerald &
Glick.[2014] Microb Cell Fact 28;13(1):125; Liu et al. [2005] Biochem Biophys Res Commun.326(4):817-24
; Obst et al. [2017] ACS Synth Biol. 2017 Mar 2).
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AN FAeell A, A Eu] Azl Aol st AT fEto|=E EFFSAIN Y] Feto|=E EFEHA &
=0 A% FEdelA, bAe] 4] Ase] Aol sy As fEel= Y9 2 feel=E ¥ A
T el fro 2 Als e A7) 3 wH A5k Holm 80% ofn

A, e #H) %S Aol shie @
A NE BUYE 2E 54 Mol AR

T 8
FaANA, WA o) Al Aol shi Axg 2

AR PRGN, WAe Bu] A5 Aol shf ¥ 12REH AuE A% Aro=E rFeY, w125
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[0045]

[0046]
[0047]

[0048]

SE53 10-2618002
B AMeld Als eto]=9l Holk 80% ot E FAAS zh= 7leA WolAolth. Ui FddoA, 7]
A WolAle N Ee 279 XEE ofriils ¥Fsle ¥ O1E2HE AHE A% Felolzolth, IR Ay
TFaAANA, 75 WHelAle ® 1Z5EH Jd9H A5 Jefo]=e} Hoj 85%, Aol 90%, oL 95%, E&

3
& 4
Aol 99%9] ofr:=At ME TUAAS Zet. dF FdEANA, AT fEolEe T 2 2
% ¥ Rze) oS d/latHS, wud AL ol5e AANA B 2] A2 Bl R o|Fa]
A Az AxAe EASEE ). e FddddA, AE FEolee WA x7] Az diAe] 53 F
Aol BRZ) olF & wART (%, wud 4 B R ol FAlol dAojyth). 53 FAo) R ol
& wWiste As JEelEE AMESheE o|HE AlEE EY Aol e AxF duwiHo] ERES] o]F B o]
o mhe BuE el FuE bgek Ro) wAHTE ol
£ 1- A% ekl
TEY AR % =R A Ad
1D
PEP4 AfFFZ ofo] A2 | ZE]- 3 MFSLKALLPLALLLVSANQVAA
Al el 5] =] of PEP4(sc)
PAS_chr1- w]z]o} ]~ 4 MSFSSNVPQLFLLLVLLTNIVSG
1_0130 FAEZ]A DSE4(pp)
PAS_chr3_0076 | ¥ 7]o} =g- b MKLSTNLILATAAASAVVSA
HAEZA EPX1(pp)
P00698 ZE ZZl- 6 MRSLLILVLCFLPLAALG
ZFE 2~ (Gallus | CLSP(gg)
gallus)

YR e 1*1, el wH] Ase] AHox shve sh7le 2Ed: 1f ZE-alf(se)l 2y HEel=
(MEHE 1) = 31719 a7 Hojx 80%2] oAl AE FYAE Ze 754 WolAl, Adws 1. 9%
T A, 71%3 HolAl= 1/ T 2709 X3E opn|xtS ¥ sl Lf TE-aMF(sc)olth. 45 74
el A, 7154 LOVH% # X - glFolth (MEHT 2). A FdeollA, 7] 754 BolAle 37 AgdHs
13 AHol: 85%, ZHol&: 90%, A= 95%, T HojxE 99%2] olnnt Md FAA Zr=th, Ay

(e}
<) =
TFddoA, A7 715A WolAdl:= aMF_no_FAEA T+ oMFA X aMFA_no Kex (E3FZ: Obst et al.
[2017] ACS Synth Biol. 2017 Mar 2)°|t}.

AR @A, WAl Fu] NBe HolE shbs If TE-alF(se)? P WEol=E EFAT (4D
5 1) EE sle] A5} AOE 06 ol HY BUNE 2t o154 welAl, AevE 1, % xel-a
WF(sc)& 3 g A% Wetolsolth, A% FdaNA, 7] 7154 WolAl: 7] AGNE 13} Aol

13
85%, Ho]% 90%, ZoJE 95%, i HolE 99%2] oluxAl Nd Ed *g% Zba; 17 == 2709 X3 ofn]
S 23stE 3l ZE2-alF(sc)olal; *XZZ-alMFelAY (H¥EW3 2); MF_no =

'-11

_no_Kexelt} (&2 Obst et al. [2017] ACS Synth Biol. 2017 Mar 2). %i %175401] ]/‘1, AlZ e ==
% 125YH AUy AY; ) Be 2719 X3k obvxAbs XEste R 1ERH MdEE AS fElo] =oAL
¥ 1255 Age" A5 Felo]=9 Hojm 85%, A% 90%, HFoj% 95%, T HoJXE 99% olu]:=it Md Fd
e ztevh. A5 FAdelA, HAY #H] AE9 Aok shubE af ZE-alF(sc)/ZE-alF(sc) (HEH
3 7) e AEHSE 73 Holk 80%9] ofH| At ME SIS b 7IsA oA, H Esfe] #H] Ase] A
ok oE shvte If ZE-aMF(sc)E EFste AT 2H 25 (FEHs 1) e AEHs 13 A=
80%2] ofvx=it ME A E e 7154 WolAl, 2 ZE-alMF(sc)7F o 4l LY FE el A

Z HElo
I Z-aMF(sc)/ZZ-alMF(sc)2 7154 WolAl= 2 WA 4719 X3¢ O}U]‘:_J il
-aMF(sc)/Z2-aMF(sc)o)AY; Z8-aMF(sc)/*XZ-aMF(sc) (AEWHZE 8)9]

%

1= ,
s Tgets g X

4‘% Aavls 73 Aolx
O

85%, A% 90%, Ho]% 95%, T FHol% 99%9] ofn|xAl ME HAAL zherh, AR A ?-6401101]*1 -
Z2]-aMF(sc)d] 7154 WolAls 1 = 2719 X349 oln At H3ls ¥ e i ZTE-aMF(sc)olaL
Z-alF (A3 2)olAY, 37 AEWs 13 Ho|& 85%, 2= 90%, Ho]% 95%, T ZHo]% 9949 o}ul

A E TLAHES ZEAY T aMF_no FAEA E+= aMFA ®EE= aMFA_no_Kex (F3%=%: Obst et al.
[2017] ACS Synth Biol. 2017 Mar 2). 4% FdddA, Zg-alF(sc)7} obd 25 FEpo]== X 12HE A
AEAY, 3 125E AgE 2s fEepo)=et Hojm 80% oAt A %0“3% Zr= 714 WolAeltt. o
547 Fd e W 2E Hepol == U T 29 X $E ofv|eAbs Xk

Elo]=ol AL ¥ 125EH Aud As fMElo]=e)} Holx 85%, ZolxE 90%, Holk 95%, i Holk 99% o}u]
Ak AE Eé*é% Zb=th, AR FdAoA, QX BY] AEE ¥ 29 MEHE LN

©
o
R
S
il
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[0049]

[0050]
[0051]

[0052]

[0053]

[0054]

[0055]

[0056]

SS90l 10-2618002

U oAEds 9 WA R2ERE Ad9E g EH Aoel Aok 85%, Aok 90%, Hol: 95%, Hi= Aok
b= il

99%2] olul=Al MY AL 7

¥ 2 - AxS 84 %

53 Add A4
ke

Z2]- aMF(sc) 7 MREPSIFTAVLFAASSALAAPVNTTTEDETAQIPAEAVIGYLDLEGDFDVAVL
/ T=- PFSNSTNNGLLF INTTTASTAAKEEGVSLDKREAEA
aMF(sc)
Z2]- aMF(sc) 8 MREFPSIFTAVLFAASSALAAPVNTTTEDETAQIPAEAVIGYSDLEGDFDVAVL
[ #E 2~ PFSNSTNNGLLF INTTIASTAAKEEGVSLEKREAEA
aMF(sc)
- 9 MFSLKALLPLALLLVSANQVAAAPYNTTTEDETAQIPAEAVIGYSDLEGDFDY
PEP4(sc)/+3X AVLPFSNSTNNGLLF INTTIASTAAKEEGVSLEKREAEA
Z-alMF(sc)
za]- 10 MSESSNVPQLFLLLVLLTNIVSGAPVNTTTEDETAQIPAEAVIGYSDLEGDFD
DSE4(pp)/#>~ VAVLPFSNSTNNGLLF INTTTASTAAKEEGVSLEKREAEA
Z-alMF(sc)
=g 11 MKLSTNLILATAAASAVVSAAPYNTTTEDETAQIPAEAVIGYSDLEGDFDVAV
EPX1(pp)/*3Z LPFSNSTNNGLLF INTTIASTAAKEEGVSLEKREAEA
Z-alMF(sc)
=g 12 MRSLLILVLCFLPLAALGAPVNTTTEDETAQIPAEAVIGYSDLEGDFDVAVLP
CLSP(gg) />~ FSNSTNNGLLFINTTIASTAAKEEGVSLEKREAEA
Z-alMF(sc)

a) Al By Az #
2stete AxF 55

b) FHEEe Al TEHFIPoEels Ad 9 A2 By Ao AEHon AAW Az GwAdS o153
n 7HAE] A2 ZewEd e MEdS e AXF 55 AE Boll 9§ M
FEE SAE RN, AT 55 AE A 2 ARG S5F AE BF AL 2

A,
o] Zh s Alstals Fdstal, m+ n = zolar, 7] Al B A2 #H s %%15}11 &

2.4:
"
]
o
=
i
Lo
X Hr o
e = rr

c) AMEZF =F AFE AS ALsl] AFEHE ARY AT 5 AE BllA Az whulFo] ol 2 2o
T 5%, Hol% 10%, ZHol%: 15%, ZHol% 20%, ZHol% 30%, ZHol% 40%, ZHol% 50%, HOl% 60%, HO% 70%,
HoZ= 80%, AolZ 90%, T Aok 95% ¥t ¥H| &S AT Al 2 A2 B A5 23S Ags)

Z3F S5 AX BE A3 & A3d AeHos Addd AxF dNds dsgsie v 7
]_Q_E}‘: MEe zgsta, 9714, AT 557 AEZ A 2 AxF 55 AE 7 AL, A
Efo]= A do] FtuFE AlQstals Fds, o714 mt n+y = zolaL, 7] AL, Al

‘NJ
W,
2
w
il
-
> 3
fol ﬂllil
1-0

BN

d3tA] vk, F7re] FaNA, AXF =5 AE B FUhe] oY ] Alsd #

g dwAds orsslsls F7he) ZEREdleEels A9 23sT. Az =F AE
NaE x3ste AxT 55 Ax b veE

o] Feaverel= Ade xdehe A S5 AE A
FEESEeE AdS ke AXH 557 AE AE @EEHA

Kol
glar gl e Etel= Aol o8 FdE = FAHdty eehdd EE BEF 55

N R o fo
o o
M >

o, _[lm A=)

o2l
oift

4

o,

il

E

Y
kel

o

N

NI

o

u

r«O

% g
pay

o,

4 e
o,
o

01, AEd xR E=v 243d B3 S8, AXE 55 Ax A
A& o, 92 et Aw TS AT AP FA9 vAEH] de A= eto]
Az A Bl R e AlE el Tyl %@1}#, g]z]o} FEe]x A oA rDNA 2 HSP82 Fzbxt, H Ajx3
S MAXEL Ax Adte] Ax Eikw 9 ES 2k A9 (transposable) 245 EFH3ICE, o E fd ool A,

°
—~
-
[ﬁ
£
=2
>
. -
1= mE‘
FO!
- N
= 5
=2 e
o, rlo
O_>f1_4 &
ﬂoﬂ il
X
m\

=T
WY AAEe AEF ST AL Ay el HFEA FHEA @n vkl GAAHoR (A o, Eeh
suE gel) §AET AT EDFRALEelE 4D AxF 3 AL AE o B A6 942 & 9
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[0057]

[0058]

[0059]

[0060]

[0061]

[0062]

SS90 10-2618002

Av, Az w5 AE Asmel 24 2wl 5 . I8 FdddlA, &

HE Al es Ax=d w5 Ao Aol Ad=o] .

oA AFTHE v} e Aol= 2718 EAS 9] 4S5 AMES AxF T aEn
webs, g FaAA, AxT 557 xS AXH 557 A o BiEE Ax2d
Aol 1534, Holk 55%%, Zol% 105%%, Hol% 205, £ ok 30F%%; 15%% WA 100%,
A 90F =%, WA 805 H%, WA 705, WA 605 =%, WA 505F%, WA 405%%, WA 305%5H%, WA 20
T, B 105%9% 105%2% WA 100523%, WA 90F23%, WA 805 %%, WA 7052%, WA 605%%, WA
505 %, WA 405F%, WA 305H%, Tt WA 205H%; 205F% WA 10052%, WA 905H%, WA 80FF
%, WA 705%%, HNA 6052, WA 505%%, WA 40F%%, £ WA 305%%; 305%% WA 10052%, U
A 905 %%, WA 805 H%, WA 70523, WA 605%F%, WA 505 %%, v WA 405%%; 405 %% WA 100
%, WA 905 %, WA 805 H%, A 7053, WA 605H%, T WA 5053%; 505 %% WA 1005 3%,
WA 9052, WA 80F%%, WA 705%F%, v WA 6052 605%F% WA 1005%F%, WA 9052%, WA
0%, v WA 7052 705 WA 10052%, WA 905%%, & WA 805 2% 305H% WA 1005
%, T WA 90FF% E= 907 WA 100559 2Y] & Axd dudS Aaketh, e g
AA= HPLC A%, A4 &3 &4, Zotadoeve 4 Wr|des, 4 2-xd A% £3547] (2D-MS/MS)

A EA4o] o3& el 4= g},

AL
=y
il
b
to
fuj
L
[t
X
1A
flo
b
I
—1|m

K
i
i
r U
N

Lo

Az e
welo] AZH Az 4% Axol ETFHE Holw 27le] FelirFelortels Aol o8] AsaE AxF @
wae oo ange & gt

4o orfr e
2

2

2

ol

W e

£ e
rﬂ?;: ook o2
i) iz
fo 4y =
o g
T

> J

4y
¥
RURSE )
g R e W

o
2 olo
[ep)
D
B
o]
QO
jo]
=
|
o
1
ol
o
=
jalS
1o
1o
g
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=)
to
o,
o !
(1
>
e

=)
2
2

oft & o U {8 o
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o,
)

ox I 1
2 e
L
r>~l

8
s
mN
41 [
i,
=
o
i3
H
e
=
(R
o [
N
s
oX,

e
el

21 (Major Ampullate spider fibroin) (MaSp, @3+ =
ooz $%; o E°, MaSpl, MaSp2) A= w@wld  wlo]y PEF]E ~ylelr] FHH=Z (Minor
Ampullate spider fibroin) MiSp) A= ©9d  ZFe}AgF A3 o)y IH=Z0 (Flagelliform spider
fibroin) (Flag) A3 wald AU E ~Asjolr] IH R (Aciniform spider fibroin) (AcSp) A= whuld
FE58EF 2vtoly ¥H 292 (Tubuliform spider fibroin) (TuSp) A3 @iz 9 1g]E& Avloly ¥H=ZQ]
(Pyriform spider fibroin) (PySp) Az ©@wlA=E o]Folzl Fo2HE Medrt, dF FdA A, Adeolrs
ofd e =22 Al ~ ol FH ZE}l (Agelenopsis aperta), YE|ofE]F2 FEAA (Aliatypus gulosus), oFXEXFw} A
rly]  (Aphonopelma seemanni), ©FZESE]F2 F(Aptostichus sp.)AS21 7, YEXE]F F(Aptostichus
sp. JAS220, ofelvl-p-2~ r]olElulE (Araneus diadematus), ©Fe}u]--2~ ZIE O] (Araneus gemmoides), ©F
gl Wl E ] FA A (Araneus ventricosus), OFE7] Q¥ ofEyjL} (Argiope amoena), ©FZ7]QF] ofZHE}
E} (Argiope argentata), SFZ7]Q 3] H-EoJL]7] (Argiope bruennichi), ©FZ7] Q23] Ez]ul=AlolE] (Argiope
trifasciata), ©OFEEoldlx  ZlH|EA]  (Atypoides riversi), ©oFA]Falglo} FEAAIA (Avicularia
Juruensis), HEZQAIE&E ZAe]ZZ1]7# (Bothriocyrtum californicum), Gjo]x=3]2 23 %Al (Deinopis
Spinosa), T]Jj*eE]o} FFLE]o]2 (Diguetia canities), =ZrEl= EY|HZA]2 (Dolomedes tenebrosus), -+
of7ZEA F]| 2 A2~ (Euagrus chisoseus), +ZREAE=Z A of2A~Ega]~ (Euprosthenops australis), 7}~
B2} 7FEF vl EAL (Gasteracantha mammosa), 3]2Z-F= Edz] (Hypochilus thorelli), FZ7FL o} W24 ]
2 (Kukulcania hibernalis), B}fEZEEX F2uF2 (Latrodectus hesperus), P7F&l5=2} &5} (Megahexura

%
[m
[>
X
_OJ .
v}
,
AV A
-0,
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[0063]

[0064]

[0065]

S5S0dl 10-2618002

fulva), vE]Fo]a} 1] QAL (Metepeira grandiosa), Y[Ee} ¢FE[Er]oji} (Nephila antipodiana), U2z}
Za}HlEl (Nephila clavata), dlZe} ZFaln]#= (Nephila clavipes), Y/E&} pjrprpazle] dA]2 (Nephila
madagascariensis), Y|Ze} He]¥= (Nephila pilipes), HE#H 7]~ FFAEFEF (Nephilengys cruentata), IF
g}l A]o} H]~E2]olE]l (Parawixia bistriata), F|-?-AJEJo} Hl2]H> (Peucetia viridans), &g E&#-Pe]> E
2| ~E]2 (Plectreurys tristis), Xo|&2] e 2o} elde]2 (Poecilotheria regalis), E|E&}ZL}El F}-¢-of
o] A]~ (Tetragnatha kauaiensis), W= S2HZ2 w2 x]~ (Uloborus diversus)® ©]Fo]zl 0 2 KE

ol WA (>150kDa, >1000 ofH|x=Ab)e]aLl o] & 371 wmRlo= 3 & 9l
el (NTD), W ool (REP), 9 C-¥yk Bl-whE w9l (CID). REPE ol &g

= dol7t Aolx 127) ofv|Atol i et A ("HEE-E f3Y) EE
HHESlar Adolzk 2 UiA] 1070 ofv4it A E

LS

Sulde of g08E AR sl o
d =

T

Er AI-fAF AL g REP (o] F 5o,
(& Eol, 0, DO 0 o 3F EE 3
= 7154 WelAE T oewr TR, A E

A A G EL Sl o] CIDE st o]E ZH2he 75 WX s 23

A, Aa e A A SR s o] REPE XL o5 whE fUES XL o5 A 60
Z3, 100 23}, 150 %3}, 200 %3}, 250 23}, 300 23}, 350 23}, 400 23}, 450 =3, 500 =3, 600 =
F, 700 =3, 800 Z3}, 900 =3}, 1000 =3}, 1250 =3, 1500 =3, 1750 3}, W= 2000 =3 60 A
2000, WX 1750, WA 1500, W= 1250, WA 1000, A 900, A 800, WA 700, WA 600, WA 500,
2] 450, WA 400, WA 350, WX 300, WX 250, WA 200, WA 150, TEE WX 100; 100 WA 2000, WA
1750, WA 1500, WAl 1250, WA 1000, WA 900, W=] 800, WA 700, W= 600, WA 500, WA 450, WA
400, WA 350, WA 300, WA 250, WA 200, EE WA 150; 150 WA 2000, WA 1750, WA 1500, WA
1250, WA 1000, W= 900, WA 800, WA 700, WA 600, WA 500, WA 450, WA 400, WA 350, WA
300, WA 250, EE WA 200; 200 A 2000, WA 1750, WA 1500, WA 1250, WA 1000, WA 900, WA
800, WAl 700, WA 600, WA 500, WA 450, WA 400, WA 350, WX 300, FEE WA 250; 250 WA
2000, WX 1750, WA 1500, W= 1250, WA 1000, A 900, WA 800, WA 700, WA 600, WA 500,
A 450, WA 400, WA 350, W= WA 300; 300 A 2000, WA 1750, WA 1500, WA 1250, WA 1000,
WA 900, WAl 800, WA 700, WAl 600, WA 500, WA 450, WA 400, = WA 350; 350 WA 2000, W]
A 1750, WA 1500, WA 1250, A 1000, WA 900, W= 800, WA 700, WA 600, WA 500, WA 450,
= A 4005 400 WA 2000, WA 1750, WA 1500, WA 1250, WA 1000, WA 900, WA 800, WA 700,
WA 600, WX 500, T WA 4505 450 WA 2000, WA 1750, WA 1500, WA 1250, WA 1000, W= 900,
WA 800, W 700, WA 600, = WA 500; 500 A 2000, WA 1750, WA 1500, HA 1250, WA 1000,
WA 900, WX 800, WA 700, W= WA 600; 600 A 2000, WA 1750, WA 1500, WA 1250, WA 1000,
WA 900, WX 800, T WA 7005 700 WA 2000, WA 1750, WA 1500, WA 1250, WA 1000, W= 900,
= A 8005 800 WA 2000, WA 1750, WA 1500, WA 1250, WA 1000, T W] 900; 900 A 2000,
WA 1750, W= 1500, WA 1250, ®= A 1000; 1000 WA 2000, WA 1750, WA 1500, = WA 1250;
1250 WA 2000, W= 1750, == W] 15005 1500 WA 2000, T WA 1750; H= 1750 A 2000 o}m] Ak
715 Eg,

AR FEdoA, AT = AT A dilEe 2 23 4 23, 6 23, 8 23, 10 27, 12 23, 14 %3},
16 23, 18 =3, 20 =3}, 22 %3}, 24 23, 26 23, 28 3, EE 30 23; 2 WA 30, WA 28, W=
26, WA 24, WA 22, WA 20, WA 18, WX 16, WA 14, WA 12, WA 10, WA 8, WA 6, e WA
4; 4 WA 30, WA 28, WA 26, WA 24, WA 22, WA 20, WA 18, WA 16, WA 14, WA 12, WA 10,
WA 8, = HM 6; 6 WA 30, WA 28, WA 26, WA 24, WA 22, WA 20, WA 18, WA 16, WA 14,
WA 12, WA 10, Es A 8 8 WA 30, WA 28, WA 26, WA 24, WA 22, WX 20, WA 18, WA
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[0066]

SSS0dl 10-2618002

16, WA 14, WA 12, & WA 10; 10 WA 30, WA 28, WA 26, WA 24, A 22, WA 20, WA 18,
qm 16, WA 14, == WA 12; 12 WA 30, WA 28, WA 26, WA 24, WA 22, WA 20, WA 18, WA

EE YA 14; 14 WA 30, WA 28, WA 26, WA 24, WA 22, WA 20, WA 18, = A 16; 16 U
Zl 30, WA 28, WA 26, WA 24, WA 22, WA 20, == WA 18; WA 18 WA 30, WA 28, WA 26,
2 24, WA 22, EE YA 20; 20 WA 30, WA 28, WA 26, WA 24, == U= 22; 22 HA 30, WA 28,
WA 26, == WA 24; 24 WA 30, WA 28, = WA 26; 26 WA 30, == WA 28; 28 WA 309 A3k
HHE ol /e ZonkE feS ¥3telal ols 24 5 kDa 23, 10 kDa &3, 20 kDa %3}, 30 kDa X3},
40 kDa %3, 50 kDa %%, 60 kDa %%}, 70 kDa %3, 80 kDa %%, B+ 90 kDaz¥; 5 kDa W= 100 kDa,
WA 90 kDa, A 80 kDa, WA 70 kDa, WA 60 kDa, WA 50 kDa, WA 40 kDa, WA 30 kDa, W= 20 kDa,
L= WA 10 kDa; 10 kDa W] 100 kDa, W= 90 kDa, WA 80 kDa, WA 70 kDa, W=] 60 kDa, W= 50 kDa,
=] 40 kDa, WA 30 kDa, H= WA 20 kDa; 20 kDa WA 100 kDa, WA 90 kDa, =] 80 kDa, W= 70 kDa,
WA 60 kDa, WA 50 kDa, WA 40 kDa, T+ WA 30 kDa; 30 kDa W] 100 kDa, WA 90 kDa, W*] 80 kDa,
WA 70 kDa, WA 60 kDa, W*| 50 kDa, ¥ WA 40 kDa; 40 kDa W#| 100 kDa, WA 90 kDa, =] 80 kDa,
WA 70 kDa, WA 60 kDa, T+ W] 50 kDa: WA 50 kDa W#] 100 kDa, W#| 90 kDa, W* 80 kDa, W*] 70
kDa, T+ WA 60 kDa; 60 kDa A 100 kDa, W#] 90 kDa, WH*] 80 kDa, TE+= W#] 70 kDa; 70 kDa =] 100
kDa, WA 90 kDa, T+ WA 80 kDa; 80 kDa WA 100 kDa, F+ W#] 90 kDa; T+ 90 kDa WA 100 kDa2]
o AR 7] FEdeA, A3 B Aa B AT FAF aEd ) 27) o] FEel-nkE
P

o WAL nfEA

s, 20 23, EE 25 23 1 UlA 30, WA 25, X 20, WA 15, WA 10, WA 8, A 6, WA 4,

WA 2: 2 A 30, W7 25, WA 20, WA 15, X 10, WA 8, WA 6, Ex WA 45 4 A 30, lﬂ

2 25, A 20, WA 15, WA 10, WA 8, E um 6: 6 WA 30, WA 25, WA 20, WA 15, WA 1

Ex A 8 8 ulAl 30, X 25, WA 20, WA 15, ®= UlA) 10; 10 WA 30, WA 25, A 20, E lﬂ

A 15; 15 WA 30, WA 25, == WA 20; 20 1H7<] 30 T= YR 25; HE= 25 WA 309 AHEe-dkE 2/

Eo0E §US ¥Eek ol Fetoldl Enaith. AR 4] T, s} oj4ke] Zeheldl En Het
/e %

W4 239, 6 2, 8 294, 10 2%, 12 =¥, 15 23, 18 %3}, 20 %1}, 25

=
AR Ao, A T AT e AT A gEe 1 23 2 29 4 23, 6 ¥, 8 =3, 10 =3,
E3

Z=3, 60 23, 70 23}, 80 =, 90 =3, 100 =3}, 150 Z3; 4 WA 200, W
2] 150, WA 100, WA 90, WA 80, WA 70, WA 60, WA 50, WA 40, WA 30, WA 25, WA 20, LM
18, WA 15, WA 12, WA 10, WA 8, wE= WA 6; 6 WA 200, WA 150, WA 100, HA 90, HA &0,
WAl 70, WA 60, WA 50, WA 40, WA 30, WA 25, WA 20, HA 18, WA 15, WA 12, WA 10, E+=
WAl 8; 8 WA 200, WA 150, WA 100, WA 90, WA 80, WA 70, WA 60, WA 50, WA 40, HA 30,
W= 25, WA 20, WA 18, WA 15, WA 12, == A 105 10 WA 200, WA 150, WA 100, WA 90, LH
# 80, WA 70, WA 60, WA 50, WA 40, WA 30, WA 25, WA 20, WA 18, WA 15, E=E= WA 1
12 WA 200, WA 150, W= 100, W= 90, A 80, WA 70, WA 60, WA 50, WA 40, WA 30, Lﬂx]
25, WA 20, WA 18, =& WA 15; 15 WA 200, WA 150, WA 100, WA 90, WA 80, WA 70, WA
60, WA 50, WA 40, WA 30, WA 25, WA 20, EE= W 18; 18 WA 200, WA 150, WA 100, WA
90, WA 80, W 70, WA 60, WA 50, WA 40, WA 30, WA 25, == HA] 205 20 WA 200, WA 150,
W= 100, WA 90, WA 80, WA 70, WA 60, WA 50, WA 40, WA 30, EE WA 25; 25 A 200, ]
2] 150, WA 100, WA 90, WA 80, WA 70, WA 60, WA 50, WA 40, EE= WA 30; 30 WA 200, WA
150, WA 100, WA 90, WA 80, WA 70, WA 60, WA 50, EE= WA 40; 40 WA 200, WA 150, WA
100, WA 90, WA 80, WX 70, WX 60, X WA 50; 50 WA 200, WA 150, WA 100, WA 90, WA
80, WX 70, ®E= WA 60; 60 WA 200, WA 150, WA 100, WA 90, WA 80, i WA 70; 70 WA
200, WA 150, W= 100, WA 90, ®& WA 80; 80 WA 200, WA 150, WX 100, %= WA 90; 90 WA
200, WA 150, W& WA 1005 100 WA 200, =& WA 1505 EE 150 WA 200 A% opbnweAbS ¥delar
ol5L 30% 3, 40% =3, 45% =3, 50% =3, 55% =3I, 60% =3I, 70% =3I, EE 80% E7; 30% WA
100%, WA 90%, WA 80%, WA 70%, WA 60%, WA 55%, WA 50%, WA 45%, EE= WX 40%; 40% WA
100%, WA 90%, WA 80%, WA 70%, WA 60%, WA 55%, A 50%, = WA 45%; 45% A 100%, A
90%, WA 80%, WA 70%, WA 60%, WA 55%, Z=& WA 50%; 50% WA 100%, WA 90%, WA 80%, WA
70%, WA 60%, T WA 55%; 55% WX 100%, WA 90%, WA 80%, WX 70%, FEE WA 60%; 60% A
100%, WA 90%, W= 80%, FE& WA 70%; 70% WA 100%, WA 90%, = WA 80%: 80% WA 100%, E=
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[0068]

[0069]

[0070]

[0071]
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A 90%; T 90% WA 100% ZEFeo]lolt),

Ay el A, AT e AT we A A eiE2 1 23, 2 23, 4 23, 6 23, 8 23, 10 &3,
15 23}, 20 %3, == 25 =3 1 WA 30, WA 25, WA 20, WA 15, WA 10, WA 8, WA 6, HA 4,
= WA 25 2 WA 30, WA 25, WA 20, WA 15, WA 10, WA 8, WA 6, T WA 4; 4 WA 30, W
A 25, WA 20, WA 15, WA 10, WA 8, == WA 6; 6 WA 30, WA 25, WA 20, WA 15, WA 10,
T YA 8; 8 A 30, WA 25, WA 20, WA 15, FE WA 10; 10 WA 30, WA 25, WA 20, EE WY
5 WA 30, WA 25, == WA 20; 20 WA 30, == WA 25, == 25 WA 309 FEs-dkE 9/
i §US X8t o= ZEfolal TSI, AN Y] FENA, St o)t dEtd-FH HES-
Le -0k §98 4 %23 6 23, 8 %3, 10 23, 12 %3}, 15 23}, == 18 23; 4 WA 20,
18, WA 15, WA 12, WA 10, WA 8, T+ WA 6; 6 WA 20, HA 18, WA 15, WA 12, WA 10,
TE WA 8 8 WA 20, WA 18, WA 15, WA 12, Ex= WA 10; 10 WA 18, WA 15, EE WA 12; 12
W= 20, WA 18, = WA 155 15 WA 20, EE WA 18; EE 18 WA 20708 EFEta; AL ojn|nAke
70% =2, 75% =3, 80% =, 85% FI, i 90% = 70% W] 100%, WA 90%, WA 85%, WlX] 80%,
= WA 75%; 75% WAl 100%, WA 90%, WA 85%, Wi WA 80%; 80% WA 100%, WA 90%, FE WA 85%;
85% WA 100%, == WA 90%; W= 90% WA 100%e] 2Ebdo]t.
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[0079] E 3 - AA e AA A @] dalE vk fy
N4 RE
s

13 | GGYGPGAGQQGPGSGGQQGPGGAGPYGSGAAGPGGAGQQGPGGAGPY GPGAAAAAAAAAGGY GPGAGQQGPGGAGQQGPGSQGPGGQGPYGPGAGQQGPG
SQGPGSGGAAGPGGQGPYGPSAAAAAAAAAGGY GPGAGQRSQGPGGQGPYGPGAGQAGPGSQGPGSGGAQAGPGGAGPY GP SAAAAAAAAGGY GPGAGQQG
PGSQGPGSGGQAGPGGAGPYGPGAAAAAAAVGGYGPGAGQQGPGSQGPGSGGQQGPGGAGPYGPSAAAAAAAAGGY GPGAGQQGPGSQGPGSGGQAGPGG
QGPYGPSAAAAAAAA

14 | GGQGGRGGFGGLGSQGAGGAGQGGAGAAAAAAAAGGDGGSGLGGY GAGRGHGVGLGGAGGAGAASAAAAAGGQGGRGGFGGLGSQGAGGAGQGGAGAAAA
AAAAGGDGGSGLGGYGAGRGHGAGLGGAGGAGAASAAAAAGGQGGRGGFGGLGSQGSGGAGQGGSGAAAAAAAAGGDGGSGLGGYGAGRGYGAGLGGAGG
AGAASAAAAAGGQGGRGGE GGLGSQGAGGAGQGGSGAAAAAAAAVADGGSGLGGY GAGRGYGAGLGGAGGAGAASAAAAT

15 | GSAPQGAGGPAPQGPSQQGPVSQGPYGPGAAAAAAAAGGYGPGAGQAGPGSQGPGSGGAAGPGSQGPGSGGQQGPGGAGP YGPSAAAAAAAAAGGYGPGA
GQQGPGSQGPGSGGAAGPGGAGPYGPGAAAAAAAVGGYGPGAGQQGPGSQGPGSGGAAGPGGAGPYGP SAAAAAAAAGGY GPGAGQAGPGSQGPGSGGAQ
GPGGQGPYGPSAAAAAAAAGGYGPGAGQQGPGSGGAAGPGGAGPYGSGQQGPGGAGQAGPGGQGPYGPGAAAAAAAAA

16 | GGYGPGAGQQGPGSGGQQGPGGAGPYGSGQAGPGGAGQAGPGGAGPY GPGAAAAAAAAAGGY GPGAGQQGPGGAGQQGPGSQGPGGAGPYGPGAGQAGPG
SQGPGSGGAAGPGGAGPYGPSAAAAAAAAGGY GPGAGQQGPGSQGPGSGGQQGPGGAGPYGPSAAAAAAAAGGY GPGAGQQGPGSGGQQGPGGAGPYGSG
QQGPGGAGQQGPGGAGPYGGGYGPGAGQQGPGSAGPGSGGAAGPGGQGPYGPSAAAAAAAA

17 | GPGARRQGPGSQGPGSGGQAGPGGAGPYGSGQQGPGGAGQQGPGGQGPYGPGAAAAAAAAAGGY GPGAGQQGPGGAGQQGPGSQGPGGAGPY GPGAGQQG
PGSQGPGSGGQQGPGGAGPY GPSAAAAAAAAAGGY GPGAGQQGPGSQGPGSGGAQAGPGGQGPY GPGAAAAAAAVGGY GPGAGQQGPGSQGPGSGGQQGPG
GQGPYGPSAAAAAAAAGGY GPGAGQQGPGSQGPGSGGQQGPGGQGPY GPSAAAAAAAA

18 | GPGARRQGPGSQGPGSGGAAGPGGAGPYGSGQAGPGGAGQQGPGGQGPYGPGAAAAAAAAAGGY GPGAGQQGPGGAGQQGPGSQGPGGAGPY GPGAGQQG
PGSQGPGSGGQAGPGGAGPYGPSAAAAAAAAGGYGPGAGQAGPGSQGPGSGGQQGPGGAGPY GPGAAAAAAAVGGY GPGAGQQGPGSQGPGSGGRAGPGG
QGPYGPSAAAAAAAAGGYGPGAGQQGPGSQGPGSGGAQGPGGAGPYGPSAAAAAAAA

[0080]

19 | GGYGPGAGQQGPGSGGQQGPGGAGPYGSGAQGPGGAGQQGPGGAGPY GPGAAAAAAAAAGGY GPGAGQQGPGGAGQQGPEGPGSQGPGSGGAAGPGGAGP
YGPGAAAAAAAVGGYGPGAGQQGPGSQGP GSGGRQGPGGAGPY GPSAAAAAAAAGGY GPGAGQQGPGSQGPGSGGQQGPGGAGPYGPSAAAAAAAAGGYG
PGAGQQGPGSGGAAGPGGAGPYGSGRAGPGGAGRAGPGGAGPYGPGAAAAAAAAA

20 | GVFSAGQGATPWENSQLAESF ISRFLRF I GQSGAF SPNQLDDMSS IGDTLKTA IEKMAQSRKSSKSKLQALNMAFASSMAETAVAEQGGLSLEAKTNATA
SALSAAFLETTGYVNQQFVNEIKTL IFMI AQASSNEI SGSAAAAGGS SGGGGGSGQGGYGAGAYASASAAAAYGSAPQGT GGPASQGPSQQGPVSQPSYG
PSATVAVTAVGGRPQGPSAPRQQGPSQQGPGQQGPGGRGPY GPSAAAAAAAA

21 | GAGAGAGAGAGAGAGAGSGASTSVSTSSSSGSGAGAGAGSGAGSGAGAGSGAGAGAGAGGAGAGF GSGLGLGYGVGLSSAQAQAQAQAAAQAQAQAQAQA
YAAAQAQAQAQAQAQAAAAAAAAAAAGAGAGAGAGAGAGAGAGSGASTSVSTS SSSGSGAGAGAGSGAGSGAGAGSGAGAGAGAGGAGAGFGSGLGLGYG
VGLSSAQAQAQAQAAAQAQAQAQAQAYAAAQAQAQAQAQAQAAAAAAAAAAA

22 | GAGAGAGAGAGAGAGAGSGASTSVSTSSS SGSGAGAGAGSGAGSGAGAGSGAGAGAGAGGAGAAF GSGLGLGYGVGLSSAQAQAQAQAAAQAQADAQAQA
YAAAQAQAQAQAQAQAAAAAAAAAAAGAGAGAGAGSGAGAGAGSGASTSVSTSSSSGSGAGAGAGSGAGSGAGAGSGAGAGAGAGGAGAGFGSGLGLGYG
VGLSSAQAQAQAQAAAQAQADAQAQAYAAAQAQAQAQAQAQAAAAAAAAAAA

23 | GAGAGAGAGSGAGAGAGSGASTSVSTSSSSGSGAGAGAGSGAGSGAGAGSGAGAGAGAGGAGAGF GSGLGLGYGVGLSSAQAQAQSAAAARAQADAQAQA
YAAAQAQAQAQAQAQAAAAAAAAAAAGAGAGAGAGAGAGAGAGSGASTSVSTS SSSASGAGAGAGSGAGSGAGAGSGAGAGAGAGGAGAGFGSGLGLGYG
VGLSSAQAQAQAQAAAQAQAQAQAQALAAAQAQAQAQAQAQAAAATAAAAAA

24 | GGYGPGAGQQGPGGAGQQGPGSQGPGGAGPYGPGAGQQGPGSQGPGSGGAAGPGGQGPYGPSAAAAAAAAGGYGPGAGQQGPGSAGPGSGGRAGPGSQGP
GSGGQQGPGGQGPYGPSAAAAAAAAAGGY GPGAGQQGPGSQGPGSGGQAGPGGAGPYGPGAAAAAAAVGGYGPGAGQQGP GSQGPGSGGQAGPGGAGPYG
PSAAAAAAAAGGYGPGAGQQGPGSQGPGSGGQQGPGGQGPY GPSAAAAAAAA

oo
331

GGYGPGAGQAGPGGAGQQGPGSQGPGGAGPYGPGAGQQGPGSAGPGSGGAQGP GGAGPY GPSAAAAAAAAGGYGPGAGQAGPGSQGPGSGGAAGPGSAGP
GSGGQQGPGGAGPYGPSAAAAAAAAGGYGPGAGQQGPGSQGPGSGGAAGPGGAGPYGPGAAAAAAAVGGY GPGAGQQGPGSQGPGSGGQQGPGGAGPYGP
SAAAAAAAAGGYGPGAGQQGPGSQGPGSGGQAGPGGQGPYGPSAAAAAAAA

[0081]
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26 | GHQGPHRKTPWETPEMAENFMNNVRENLEASRIFPDELMKDMEA I TNTMIAAVDGLEAQHRSSYASLQAMNTAFASSMAQLFATEQDY VDTEVIAGAIGK
AYQQITGYENPHLASEVTRL IQLFREEDDLENEVE ISFADTDNATARAAAGAAAGSAAASSSADASATAEGASGDSGFLE STGTFGRGGAGAGAGAAAAS
AAAASAAAAGAEGDRGLEFF STGDFGRGGAGAGAGAAAASAAAASAAAA

27 | GGAQKHPSGEYSVATASAAATSVTSGGAPVGKPGVPAPIFYPQGPLQQGPAPGPSNVQPGTSQQGP IGGVGESNTF SSSFASALGGNRGF SGVI SSASAT
AVASAFQKGLAPYGTAFALSAASAAADAYNSTGSGASASAYAQAFARVLYPLLQQYGLSSSADASAFASATASSFSTGVAGQGPSVPYVGQQQPSIMVSA
ASASAAASAAAVGGGPVVQGPYDGGQPQQPNTAASAAAAATATSS
28 | GGQGGRGGFGGLGSQGEGGAGQGGAGAAAAAAAAGADGGFGLGGYGAGRGY GAGLGGAGGAGAASAAAAAGGQGGRSGFGGLGSQGAGGAGQGGAGAAAA
AAAAGADGGSGLGGYGAGRGYGASLGGADGAGAASAAAAAGGQGGRGGFGGLGSQGAGGAGQGGAGAAAAAAAASGDGGSGLGGYGAGRGYGAGLGGAGG
AGAASAAAAAGGEGGRGGFGGLGSQGAGGAGQGGSLAAAAAAAA

29 | GPGGYGGPGQPGPGQGQYGPGPGQAGPRAGGQQGPASAAAAAAAGPGGY GGPGQQGPRAGAQQGPASAAAAAAAAAAGPRGY GGPGQQGPVQGGQQGPAS
AAAAAAAAGVGGYGGPGQQGPGQGQYGPGTGQQGQGPSGAQGPAGAAAAAAGGAAGPGGYGGPGQAGPGAGQYGPGTGQAGAGPSGQAGPAGAAAAAAAA
AGPGGYGGPGQQGPGQGQY GPGAGQQGAGPGSQQGPASAAAAAA

30 | GSGAGQGTGAGAGAAAAAAGAAGSGAGQGAGSGAGAAAAAAAASAAGAGQGAGSGSGAGAAAAAAAAAGAGQGAGSGSGAGAAAAAAAAAAAAQQQQQQQ
AAAAAAAAAAAAAGSGQGASFGVTQQFGAPSGAAS SAAAAAAAAAAAAAGSGAGQEAGTGAGAAAAAA AAGAAGSGAGQGAGSGAGAAAAAAAAASAAGA
GQGAGSGSGAGAAAAAAAAAAAAQQQQQQQAAAAAAAAAAAAA

31 | GGAQKQPSGESSVATASAAATSVTSAGAPVGKPGVPAP TFYPQGPLQQGPAPGPSY VQPATSQQGP TGGAGRSNAF SSSFASALSGNRGFSEVI SSASAT
AVASAFQKGLAPYGTAFALSAASAAADAYNSIGSGANAFAYAQAFARVLYPLVQQYGLSSSAKASAFASATASSFSSGAAGQGQSIPYGGQQQPPMTISA
ASASAGASAAAVKGGQVGQGPYGGQQQSTAASASAAATTATA

32 | GADGGSGLGGYGAGRGYGAGLGGADGAGAASAAAAAGGQGGRGGFGRLGSQGAGGAGQGGAGAAAAVAAAGGDGGSGLGGYGAGRGYGAGLGGAGGAGAA
SAAAAAGGQGGRGGFGGLGSQGAGGAGQGGAGAAASGDGGSGLGGYGAGRGYGAGLGGADGAGAASAA SAAGGQGGRGGEF GGLGSQGAGGAGQGGAGAAA
AAATAGGDGGSGLGGYGAGRGYGAGLGGAGGAGAASAAAAA

33 | GAGAGQGGRGGYGQGGFGGAGSGAGAGASAAAGAGAGQGGRGGY GQGGF GGAGSGAGAGASAAAGAGAGQGGRGGY GQGGFGGAGSGAGAGA SAAAAAGA
GQGGRGGY GAGGLGGSGSGAGAGAGAAAAAAAGAGGY GQGGLGGY GQGAGAGQGGLGGY GSGAGAGASAAAAAGAGGAGQGGLGGY GAGAGAGQGGLGGY
GSGAGAGAAAAAAAGAGGSGQGGLGGYGSGGGAGGASAAAA

[0082]

34 | GAYAYAYATANAFASILANTGLLSVSSAASVASSVASATATSVSSSSAAAAASASAAAAASAGASAASSASASS SASAAAGAGAGAGAGASGASGAAGGS
GGFGLSSGFGAGIGGLGGYPSGALGGLGIPSGLLSSGLLSPAANQRIASLIPL ILSAISPNGYNFGVIGSNIASLASQISQSGGGIAASQAFTQALLELV
AAFTQVLSSAQIGAVSSSSASAGATANAFAQSLSSAFAG

35 | GAAQKQPSGESSVATASAAATSVTSGGAPVGKPGVPAPTFYPQGPLQQGPAPGPSNVQPGTSQQGP IGGVGGSNAF SSSFASALSLNRGFTEVI SSASAT
AVASAFQKGLAPYGTAFALSAASAAADAYNSIGSGANAFAYAQAFARVLYPLVRQYGLSSSGKASAFASATASSFSSGTSGQGPSIGQQQPPVTISAASA
SAGASAAAVGGGQVGQGPYGGQQQSTAASASAAAATATS

36 | GAAQKQPSGESSVATASAAATSVTSGGAPVGKPGVPAP IFYPQGPLQQGPAPGPSNVQPGTSQQGP IGGVGGSNAF SSSFASALSLNRGFTEVI SSASAT
AVASAFQKGLAPYGTAFALSAASAAADAYNSTGSGANAFAY AQAFARVLYPLVRQYGLSSSGKASAFASATASSFSSGTSGQGPSIGQQQPPVTISAASA
SAGASAAAVGGGQVGQGPYGGQQQSTAASASAAAATATS
GAAQKQPSGESSVATASAAATSVTSGGAPVGKPGVPAPIFYPQGPLQQGPAPGPSNVQPGTSQQGP IGGVGGSNAF SSSFASALSLNRGFTEVISSASAT
AVASAFQKGLAPYGTAFALSAASAAADAYNSTGSGANAFAY AQAFARVLYPLVQQYGLSSSAKASAFASATASSFSSGTSGQGPSI GQQQPPVTISAASA
SAGASAAAVGGGQVGQGPYGGQQQSTAASASAAAATATS

38 | GGAQKQPSGESSVATASAAATSVTSAGAPVGKPGVPAPIFYPQGPLQQGPAPGPSNVQPGT SQQGP IGGVGGSNAF SSSFASALSLNRGFTEVI SSASAT
AVASAFQKGLAPYGTAFALSAASAAADAYNS I GSGANAFAYAQAFARVLYPLVQQYGLSSSAKASAFASATASSFSSGTSGQGPSNGQQQPPVT ISAASA
SAGASAAAVGGGQVSQGPYGGQQQSTAASASAAAATATS

39 | GGAQKQPSGESSVATASAAATSVTSAGAPGGKPGVPAP IFYPQGPLQQGPAPGPSNVQPGTSQQGP IGGVGGSNAF SSSFASALSLNRGFTEVISSASAT
AVASAFQKGLAPYGTAFALSAASAAADAYNSIGSGANAFAYAQAFARVLYPLVQQYGLSSSAKASAFASATASSFSSGTSGQGPSIGQQQPPVT ISAASA
SAGASAAAVGGGQVGQGPYGGQQQSTAASASAAAATATS

40 | GPGGYGGPGQQGPGAGQAQAGPASAAAAAAAAGPGGYGGPGQAGPGAGAQAGPASAAAAAAAAAGPGGYGGPGQARPGQAQYGRGTGQAGAGPGAQQGPAS
AAAAAAAGAGLYGGPGQQGPGAGRQQAGPASAAAAAAAAAAAGPGGYGGPGQQRGPGAAQQQGPASAAAAAAAGPGGY SGPGQAGPGAAQQQGPASAAAAAA
AAAGPGGYGGPGQQGPGAGAQAGPASAAAAAAATAA

(%]
-~

41 | GAGGDGGLFLSSGDFGRGGAGAGAGAAAASAAAASSAAAGARGGSGE GVGTGGFGRGGAGDGASAAAASAAAAS AAAAGAGGDSGLFLSSGDFGRGGAGA
GAGAAAASAAAASAAAAGTGGVGGLFLSSGDFGRGGAGAGAGAAAASAAAASSAAAGARGGSGFGVGTGGFGRGGPGAGT GAAAASAAAASAAAAGAGGD
SGLFLSSEDFGRGGAGAGTGAAAASAAAASAAAA

42 | GAGRGYGGGYGGGAAAGAGAGAGAGRGYGGGY GGGAGSGAGSGAGAGGGSGYGRGAGAGAGAGAAAAAGAGAGGAGGYGGGAGAGAGASAAAGAGAGAGG
AGGYGGGY GGGAGAGAGAGAAAAAGAGAGAGAGRGYGGGFGGGAGSGAGAGAGAGGGSGYGRGAGGYGGGY GGGAGTGAGAAAATGAGAGAGAGRGYGGG
YGGGAGAGAGAGAGAGGGSGYGRGAGAGASVAA

[0083]
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43 | GALGQGASVWSSPQMAENFMNGE SMAL SQAGAF SGQEMKDFDDVRDIMNSAMDKMIRSGKSGRGAMRAMNAAFGSATAET VAANGGKEYQ IGAVLDAVIN
TLLQLTGNADNGFLNEISRLITLFSSVEANDVSASAGADASGSSGPVGGY SSGAGAAVGQGTAQAVGY GGGAQGVASSAAAGATNY AQGVSTGSTQNVAT
STVITTINVAGSTATGYNTGYGIGAAAGAAA
4 | GGQGGQGGYDGLGSQGAGQGGYGQGGAAAAAAAASGAGSAQRGGLGAGGAGQGYGAGSGGAGGAGQGGAAAATAAAAGGQGGQGGY GGLGSQGSGAGGYG
QGGAAAAAAAASGDGGAGQEGLGAGGAGQGY GAGLGGQGGAGQGGAAAAAAAAAGGQGGQGGY GGLGSQGAGQGGY GQGGAAAAAAAASGAGGAGQGGLG
AAGAGQGYGAGSGGQGGAGQGGAAAAAAAAA

45 | GGQGGQGGYGGLGSQGAGQGGYGQGGVAAAAAAASGAGGAGRGGLGAGGAGQEYGAVSGGQGGAGQGGEAAAAAAAAGGQGGQGGY GGLGSQGAGQGGYG
QGGAAAAAAAASGAGGARRGGLGAGGAGQGY GAGLGGQGGAGQGSASAAAAAAAGGQGGQGGYGGLGSQGSGAGGY GQGGAAAAAAAASGAGGAGRGSLG
AGGAGQGYGAGLGGQGGAGQGGAAAAASAAA

46 | GPGGYGGPGQQGPGOGQYGPGTGAQGAGPGGQAGP VGAAAAAAAAVS SGGYGSQGAGQGGRAGSGQRGPAAAGP GGY SGPGAAGPGQAGGQQGPASAAAAA
AAAAGPGGYGGSGQQGPGQGRGTGQQGAGPGGQAGPASAAAAAAAGPGGY GGPGQQGPGQGQY GPGTGQQGAGPASAAAAAAAGPGGYGGPGQQGPGQGQ
YGPGTGQQGQGPGGQQGPGGASAAAAAAA

47 | GGYGPGAGQQGPGSGGQQGPGGQGPYGSGAQGPGGAGQQGPGGQGPY GPGAAAAAAAAAGGYGPGAGQQGPGGAGQQGPGSQGPGGAGPYGPGAGQQGPG
SQGPGSGGQAGPGGAGPYGPSAAAAAAAAAGGY GPGAGQRSQGPGGAGPYGPGAGQAGPGSQGPGSGGQAGPGGAGPYGP SAAAAAAAAGPGAGRQGPGS
QGPGSGGQQGPGGAGPYGPSAAAAAAAA

48 | GQGGQGGAGGLGAGGYGQGAGSSAAAAAAAAAAAAAAGRGQGGYGQGSGGNAAAAAAAAAAAASGQGSQGGQGGAGAGGY GAGAGS SAAAAAAAAAAAAA
SGRGQGGY GQGAGGNAAAAAAAAAAAAAAGQGGQGGY GGLGQGGY GQGAGS SAAAAAAAAAAAAGGQGGQGQGGYGQGSGGSAAAAAAAAAAAAAAAGRG
QGGYGQGSGGNAAAAAAAAAAAAAA

49 | GRGPGGYGPGQQGPGGPGAAAAAAGPGGY GPGGYGPGQAGPGGPGAAAAAAAGRGPGGY GPGQAGPGRQGPGGSGAAAAAAGRGPGGY GPGQAGPGGPGA
AAAAAGPGGYGPGQQGPGAAAAAAAAGRGPGGY GPGQQGPGGPGAAAAAAAGRGPGGY GPGQQGPGQQGPGGSGAAAAAAGRGPGGYGPGQQGPGGPGAA
AAAAGPGGYGPGQQGPGAAAAAAAA

50 | GRGPGGYGPGQQGPGGSGAAAAAAGRGPGGY GPGQQGPGGP GAAAAAAGPGGY GPGQQGTGAAAAAAAGSGAGGYGPGQQGPGGPGAAAAAAGPGGYGPG
QQGPGAAAAAAAGSGPGGYGPGQQGPGGS SAAAAAAGPGRY GPGQQGPGAAAAASAGRGPGGYGPGQQGPGGPGAAAAAAGPGGYGPGQQGPGAAAAAAA
GSGPGGYGPGQAGPGGPGAAAAAAA

51 | GAAATAGAGASVAGGY GGGAGAAAGAGAGGY GGGY GAVAGSGAGAAAAASSGAGGAAGY GRGY GAGSGAGAGAGTVAAYGGAGGVATSSSSATASGSRIV
TSGGYGYGTSAAAGAGVAAGSYAGAVNRL SSAEAASRVSSN TAATASGGASALPSVISNIYSGVVASGVSSNEALTQALLELLSALVHVLSSASIGNVSS
VGVDSTLNVVQDSVGQYVG

[0084]

52 | GGQGGFSGQGQGGFGPGAGSSAAAAAAAAAAARQGGQGQGGFGQGAGGNAAAAAAAAAAAAAAQQGGQGGF SGRGQGGFGPGAGSSAAAAAAGQGGQGQG
GF GQGAGGNAAAAAAAAAAAAAAAGQGGQGRGGFGQGAGGNAAAAAAAAAAAA AAAQQGGQGGF GGRGQGGF GPGAGS SAAAAAAGQGGQGRGGF GQGAG
GNAAAASAAAAASAAAAGQ

53 | GGYGPGAGQQGPGGAGQQGPGSQGPGGAGQAGPGGQGPYGPGAAAAAAAVGGY GPGAGQQGPGSQGPGSGGQAGPGGQGP YGPSAAAAAAAAGGYGPGAG
QQGPGSQGPGSGGQAGPGGLGPYGPSAAAAAAAAGGY GPGAGQQGPGSQGPGSGGQQRPGGLGPY GPSAAAAAAAAGGYGPGAGQQGPGSQGPGSGGQQR
PGGLGPYGPSAAAAAAAA

54 | GAGAGGGY GGGY SAGGGAGAGSGAAAGAGAGRGGAGGY SAGAGTGAGAAAGAGTAGGY SGGYGAGASSSAGSSF ISSSSMSSSQATGY SSSSGYGGGAAS
AAAGAGAAAGGY GGGYGAGAGAGAAAASGATGRVANSLGAMASGGINALPGVF SNIFSQVSAASGGASGGAVLVQALTEV IALLLHILSSAS IGNVSSQG
LEGSMATAQQAIGAYAG

55 | GAGAGGAGGYAQGYGAGAGAGAGAGTGAGGAGGYGQGY GAGSGAGAGGAGGYGAGAGAGAGAGDASGY GQGY GDGAGAGAGAAAAAGAAAGARGAGGY GG
GAGAGAGAGAGAAGGY GQGY GAGAGEGAGAGAGAGAVAGAGAAAAAGAGAGAGGAEGY GAGAGAGGAGGYGQSY GDGAAAAAGSGAGAGGSGGY GAGAGA
GSGAGAAGGYGGGAGA

56 | GPGGYGPGQQGPGGYGPGQQGPGRYGPGQQGPSGPGSAAAAAAGSGQQGPGGY GPRQQGPGGY GQGAQGPSGPGSAAAASAAASAESGQQGPGGYGPGQQ
GPGGYGPGQAGPGGYGPGQAGPSGPGSAAAAAAAASGPGRAGPGGYGPGAQGPGGYGPGRAGPSGPGSAAAAAAAASGPGQQGPGGYGPGRAGPGGYGPG
QQGLSGPGSAAAAAAA

57 | GRGPGGYGQGQQGPGGPGAAAAAAGPGGY GPGQQGPGAAAAAAAGSGPGGYGPGQAGPGRSGAAAAAAAAGRGPGGY GPGQQGPGGPGAAAAAAGPGGYG
PGQQGPGAAAAASAGRGPGGYGPGQQGPGGSGAAAAAAGRGPGGY GPGQQGPGGPGAAAAAAAGRGPGGY GPGQQGPGQAGPGGSGAAAAAAGRGPGGYG
PGQAGPGGPGAAAAAA

58 | GVGAGGEGGYDQGYGAGAGAGSGGGAGGAGGY GGGAGAGSGGGAGGAGGY GGGAGAGAGAGAGGAGGY GGGAGAGTGARAGAGGVGGYGQSY GAGASAAA
GAGVGAGGAGAGGAGGYGQGYGAGAG I GAGDAGGY GGGAGAGASAGAGGY GGGAGAGAGGVGGY GKGY GAGSGAGAAAAAGAGAGSAGGY GRGDGAGAGG
ASGYGQGYGAGAAA

59 | GYGAGAGRGYGAGAGAGAGAVAASGAGAGAGY GAGAGAGAGAGY GAGAGRGYGAGAGAGAGSGAASGAGAGAGY GAGAGAGAGY GAGAGSGY GTGAGAGA
GAAAAGGAGAGAGY GAGAGRGYGAGAGAGAASGAGAGAGAGAASGAGAGSGY GAGAAAAGGAGAGAGGGY GAGAGRGY GAGAGAGAGAGSGSGSAAGYGQ
GYGSGSGAGAAA

60 | GQGTDSSASSVSTSTSVSSSATGPDTGYPVGYYGAGQAEAAASAAAAAAASAAEAAT TAGLGYGRQGQGTDSSASSVSTSTSVSSSATGPDMGYPVGNYG
AGQAEAAASAAAAAAASAAEAATTASLGY GRQGQGTDSSASSVSTSTSVSSSATGPGSRYPVRDY GADQAEAAASAAAAAAAAASAAEE TASLGYGRQ
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61 | GQGIDSVASSASSSASASSSATGPDTGYPVGYYGAGQAEAAASAAAAAAASAAEAATTAGLGYGRQGQGTDSSASSVSTSTSVSSSATGPGSRYPVRDYG
ADQAEAAASATAAAAAAASAAEE TASLGY GRQGQGTDSVASSASSSASASSSATGPDTGYPVGYYGAGQAEAAASAAAAAAASAAEAATTAGLGYGRQ

62 | GQGGQGGYGGLGQGGYGQGAGSSAAAAAAAAAAAAAGGQGGQGQGRY GAGAGSSAAAAAAAAAAAAAAGRGQGGYGQGSGGNAAAAAAAAAAAASGQGSQ
GGQGGAGQGGYGQGAGSSAAAAAAAAAAAAASGRGQGGY GQGAGGNAAAAAAAAAAAAAAGQGGQGGY GGLGAGGY GQGAGSSAAAAAAAAAAAA

63 | GGLGGQGGLGGLGSQGAGLGGYGQGGAGQGGAAAAAAAAGGLGGQGGRGGLGSQGAGQGGY GQGGAGQGGAAAAAAAAGGLGGQGGLGALGSQGAGQGGA
GQGGYGQGGAAAAAAGGLGGQGGLGGLGSQGAGQGGY GQGGAGQGGAAAAAAAAGGLGGQGGLGGLGSQGAGPGGY GQGGAGQGGAAAAAAAA

64 | GGQGRGGFGQGAGGNAAAAAAAAAAAAAAQQVGQF GFGGRGQGGE GPFAGSSAAAAAAASAAAGQGGQGQGGFGQGAGGNAAAAAAAAAAAARQGGQGQG
GF SQGAGGNAAAAAAAAAAAAAAAQQGGQGGFGGRGQGGFGPGAGSSAAAAAAATAAAGQGGQGRGGE GQGAGSNAAAAAAAAAAA AAAAGQ

65 | GGQGGQGGYGGLGSQGAGQGGYGAGQGAAAAAAAAGGAGGAGRGGLGAGGAGQGY GAGLGGQGGAGQAAAAAAAGGAGGARQGGLGAGGAGQGY GAGLGG
QGGAGQGGAAAAAAAAGGQGGQGGY GGLGSQGAGQGGYGAGQGGAAAAAAAAGGQGGQGGYGGLGSQGAGQGGY GGRQGGAGAAAAAAAA

66 | GGAGQRGYGGLGNQGAGRGGLGGQGAGAAAAAAAGGAGQGGYGGLGNQGAGRGGAGAAAAAGGAGQGGY GGLGSQGAGRGGAGAGAAAAAAVGAGQEG IR
GQGAGQGGYGGLGSQGSGRGGLGGAGAGAAAAAAGGAGQGGLGGQGAGQGAGAAAAAAGGVRQGGY GGLGSQGAGRGGQGAGAAAAAA

67 | GGAGQGGLGGQGAGQGAGASAAAAGGAGQGGY GGLGSQGAGRGGEGAGAAAAAAGGAGQGGYGGLGGQGAGQGGYGGLGSQGAGRGGLGGQGAGAAAAGG
AGQGGLGGQGAGQGAGAAAAAAGGAGQGGYGGLGSQGAGRGGLGGQGAGAVAAAAAGGAGQGGY GGLGSQGAGRGGQGAGAAAAAA

68 | GAGAGAGAGSGAGAAGGYGGGAGAGVGAGGAGGYDQGYGAGAGAGSGAGAGGAGGY GGGAGAGADAGAGGAGGY GGGAGAGAGARAGAGGVGGY GQSY GA
GAGAGAGVGAGGAGAGGADGY GQGY GAGAGTGAGDAGGY GGGAGAGA SAGAGGYGGGAGAGGVGVYGK GY GSGSGAGAAAAA

69 | GGAGGYGVGQGYGAGAGAGAAAGAGAGGAGGYGAGQGY GAGAGVGAAAAAGAGAGVGGAGGY GRGAGAGAGAGAGAAAGAGAGAAAGAGAGGAGGYGAGQ
GYGAGAGVGAAAAAGAGAGVGGAGGY GRGAGAGAGAGAGGAGGY GRGAGAGAGAGAGAGGAGGYGAGQGY GAGAGAGAAAAA

70 | GEAFSASSASSAVVFESAGPGEEAGSSGDGASAAA SAAAAAGAGSGRRGPGGARSRGGAGAGAGAGSGVGGYGSGSGAGAGAGAGAGAGGEGGFGEGQGY
GAGAGAGE GSGAGAGAGAGSGAGAGEGVGSGAGAGAGAGFGVGAGAGAGAGAGFGSGAGAGSGAGAGY GAGRAGGRGRGGRG

[0086]

71 GEAFSASSASSAVVFESAGPGEEAGSSGGGASAAASAAAAAGAGSGRRGPGGARSRGGAGAGAGAGSGVGGYGSGSGAGAGAGAGAGAGGEGGFGEGQGY
GAGAGAGF GSGAGAGAGAGSGAGAGEGVGSGAGAGAGAGFGVGAGAGAGAGAGFGSGAGAGSGAGAGY GAGRAGGRGRGGRG

72 GNGLGQALLANGVLNSGNYLQLANSLAYSFGSSLSQYSSSAAGASAAGAASGAAGAGAGAASSGGSSGSASSSTTTTTTTSTSAAAAAAAAAAAASAAAS
TSASASASASASASAFSQTFVQTVLQSAAFGSYFGGNLSLQSAQAAASAAAQAAAQQIGLGSYGYALANAVASAFASAGANA

73 GNGLGQALLANGVLNSGNYLQLANSLAYSFGSSLSQYSSSAAGASAAGAASGAAGAGAGAASSGGSSGSASSSTTTTTTTSTSAAAAAAAAAAAASAAAS
TSASASASASASASAFSQTFVQTVLQSAAFGSYFGGNLSLQSAQAAASAAAQAAAQQIGLGSYGYALANAVASAFASAGANA

74 GNGLGQALLANGVLNSGNYLQLANSLAYSFGSSLSQYSSSAAGASAAGAASGAAGAGAGAASSGGSSGSASSSTTTTTTTSTSAAAAAAAAAAAASAAAS
TSASASASASASASAFSQTFVQTVLQSAAFGSYFGGNLSLQSAQAAASAAAQAAAQQIGLGSYGYALANAVASAFASAGANA

5 GASGAGQGQGYGQQGQGGSSAAAAAAAAAAAAAAAQGQGQGYGQQGQGSAAAAAAAAAAGASGAGQGQGYGQQGQGSAAAAAAAAAAGASGAGQGAGY GQ
QGOGGSSAAAAAAAAAAAAAAAAQGOGYGQAGQGSAAAAAAAAAGASGAGQGQGY GQQGAGGSSAAAAAAAAAA AAAAAA

76 GRGQGGYGOGSGGNAAAAAAAGQGGFGGQEGNGOGAGSAAAAAAAAA AAAGGSGQGRYGGRGQGGY GAGAGAAA SAAAAA AAAAAGQGGF GGQEGNGQGA
GSAAAAAAAAAAAAGGSGQGGYGGRGQGGYGQGAGAAAAAAAAAAAAAAGQGGQGGFGSQGGNGQGAGSAAAAAAAAAA

77 GQNTPWSSTELADAF INAFMNEAGRTGAF TADQLDDMSTIGDT IKTAMDKMAR SNKSSKGKLQALNMAFASSMAETAAVEQGGLSVDAKTNA TADSLNSA
FYQTTGAANPQFVNEIRSL INMFAQSSANEVSYGGGYGGQSAGAAASAAAAGGGGQGGYGNLGGQGAGAAAAAAASAA

78 GQNTPWSSTELADAF INAFLNEAGRTGAF TADQLDDMST IGDTLKTAMDKMAR SNKSSQSKLQALNMAFASSMAETAAVEQGGLSVAEKTNA TADSLNSA
FYQTTGAVNVQFVNEIRSL I SMFAQASANEVSYGGGYGGGQGGQSAGAAAAAASAGAGQGGY GGLGGQGAGSAAAAAA

79 GGQGGQGGYGGLGSQGAGQGGYGQGGAAAAAASAGGQGGAGGYGGLGSQGAGQGGY GGGAF SGQQGGAASVATASAAASRLSSPGAASRVSSAVTSLVSS
GGPTNSAALSNTISNVVSQISSSNPGLSGCDVLVQALLETVSALVHILGSANIGQVNSSGVGRSASTVGQSINQAFS

80 GGAGQGGY GGLGGQGAGAAAAAAGGAGQGGYGGQGAGQGAAAAAASGAGQGGY EGPGAGQGAGAAAAAAGGAGQGGYGGL GGQGAGQGAGAAAAAAGGAG
QGGYGGLGGQGAGQGAGAAAAAAGGAGQGGYGGQGAGQGAAAAAAGGAGQGGY GGLGSGQGGYGRQGAGAAAAAAAA
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81 | GASSAAAAAAATATSGGAPGGYGGYGPGI GGAFVPASTTGTGSGSGSGAGAAGSGGLGGLGSSGGSGGLGGGNGGSGASAAASAAAASSSPGSGGYGPGQ
GVGSGSGSGAAGGSGTGSGAGGPGSGGYGGPQFFASAYGGQGLLGTSGYGNGQGGASGTGSGGVGGSGSGAGSNS

82 | GQPIWINPNAAMTMTNNLVQCASRSGVLTADQMDDMGMMAD SVNSQMQKMGPNPPQHRLRAMNTAMAAEVAEVVATSPPQSY SAVLNT IGACLRESMMQA
TGSVDNAFTNEVMQLVKMLSADSANEVSTASASGASYATSTSSAVSSSQATGY STAAGYGNAAGAGAGAAAAVS

83 | GQKIWINPDAAMAMTNNLVQCAGRSGALTADQMDDLGMVSDSVNSQVRKMGANAPPHK TKAMSTAVAAGVAEVVASSPPQSYSAVLNT IGGCLRESMMQV
TGSVDNTFTTEMMQMVNMFAADNANEVSASASGSGASYATGTSSAVSTSQATGYSTAGGY GTAAGAGAGAAAAA

84 | GSGYGAGAGAGAGSGY GAGAGAGSGYGAGAGAGAGSGY VAGAGAGAGAGSGYGAGAGAGAGSSY SAGAGAGAGSGY GAGS SASAGSAVSTQTVSSSATTS
SQSAAAATGAAYGTRASTGSGASAGAAASGAGAGY GGQAGY GQGGGAAAYRAGAGSQAAYGQGASGSSGAAAAA

85 | GGQGGRGGFGGLSSQGAGGAGQGGSGAAAAAAAAGGDGGSGLGDYGAGRGYGAGLGGAGGAGVASAAASAAASRLSSPSAASRVSSAVTSLT SGGGPTNP
AALSNTFSNVVYQISVSSPGLSGCDVL IQALLELVSALVHILGSAITGQVNSSAAGESASLVGQSVYQAFS

86 | GVGQAATPWENSQLAEDF INSFLRF IAQSGAFSPNQLDDMSSIGDTLKTATEKMAQSRKSSKSKLQALNMAFASSMAETAVAEQGGLSLEAKTNATANAL
ASAFLETTGFVNQQFVSEIKSLIYMIAQASSNEISGSAAAAGGGSGGGGGSGQGGYGQGASASASAAAA

87 | GGGDGYGQGGYGNQRGVGSYGAGAGAGAAATSAAGGAGSGRGGYGEQGGLGGY GAGAGAGAASTAAGGGDGY GQGGYGNQGGRGSY GAGSGAGAGAAVAA
AAGGAVSGQGGYDGEGGQGGY GQGSGAGAAVAAASGGTGAGQGGYGSQGSQAGYGQGAGFRAAAATAAA

88 | GAGAGYGGQVGYGQGAGASAGAAAAGAGAGY GGQAGY GQGAGGSAGAAAAGAGAGRQAGYGQGAGASARAAAAGAGT GYGQGAGASAGAAAAGAGAGSQV
GYGQGAGASSGAAAAAGAGAGYGGQVGYEQGAGASAGAEAAASSAGAGY GGQAGYGQGAGASAGAAAA

89 | GGAGQGGY GGLGGQGAGQGGLGGQRAGAAAAAAGGAGQGGY GGLGSQGAGRGGYGGVGSGASAASAAASRLSSPEASSRV SSAVSNLVSSGPTNSAALSS
TISNVVSQISASNPGLSGCDVLVQALLEVVSALIQILGSSSIGQVNYGTAGQAAQIVGQSVYQALG

90 | GGYGPGSGQAGPGGAGQAGPGGQGPYGPGSSSAAAVGGY GP SSGLAGPAGQGPYGPGAAASAAAAAGASRLSSPQASSRVSSAVSSLVSSGPTNSAALTN
TISSVVSQISASNPGLSGCDVLIQALLEI VSALVHILGYSSIGQINYDAAAQYASLVGQSVAQALA

[0088]

91 GGAGAGQGSYGGQGGYGQGGAGAATATAAAAGGAGSGQGGY GGQGGLGGYGQGAGAGAAAAAAAAAGGAGAGQGGY GGAGGAGGYGQGAGAGAAAAAAGG
AGAGQGGY GGQGGYGQGGGAGAAAAAAAASGGSGSGQGGYGGAGGLGGY GQGAGAGAGAAASAAAA

92 GQGGQGGYGRQSQGAGSAAAAAAAAAAAAAAGSGQGGYGGQGQGGYGQSSASASAAASAASTVANSVSRLSSPSAVSRVSSAVSSLVSNGQVNMAALPNT
ISNISSSVSASAPGASGCEVIVQALLEVITALVQIVSSSSVGY INPSAVNQITNVVANAMAQVMG

93 GGAGQGGY GGLGGQGSGAAAAGTGQGGYGSLGGQGAGAAGAAAAAVGGAGQGGYGGVGSAAASAAASRLSSPEASSRVSSAVSNLVSSGPTNSAALSNTI
SNVVSQISSSNPGLSGCDVLVQALLEVVSAL THILGSSSIGQVNYGSAGQATQIVGQSVYQALG

94 GAGAGGAGGYGAGQGY GAGAGAGAAAGAGAGGARGYGARQGYGSGAGAGAGARAGGAGGYGRGAGAGAAAASGAGAGGYGAGQGYGAGAGAVASAAAGAG
SGAGGAGGYGRGAGAVAGAGAGGAGGY GAGAGAAAGVGAGGSGGYGGRAGGYSAGAGAGAAAAA

95 GQGGQGGYGGLGQGGYGQGAGSSAAAAAAAAAAAGRGQGGY GQGSGGNAAAAAAAAAAAASGOGGQGGQGGAGAGGYGQGAGSSAAAAAAAAAAAAAAAG
RGQGGYGQGAGGNAAAAAAAAAAAASGOGGAGGAGGAGAGGYGAGAGSSAAAAAAAAAAAAAA

96 GGYGPGSGQQGPGQAGPGQQGPGAQGPYGAGASAAAAAAGGYGPGSGQQGPGVRVAAPVASAAASRLSSSAASSRVSSAVSSLVSSGPTTPAALSNTISS
AVSQISASNPGLSGCDVLVQALLEVVSALVHILGSSSVGQINYGASAQYAQMVGQSVTQALV

97 GAGAGGAGYGRGAGAGAGAAAGAGAGAAAGAGAGAGGY GGQGGY GAGAGAGAA AAAGAGAGGAAGY SRGGRAGAAGAGAGAAAGAGAGAGGY GGQGGY GA
GAGAGAAAAAGAGSGGAGGYGRGAGAGAAAGAGAAAGAGAGAGGYGGQGGYGAGAGAAAAA

98 GAGAGRGGYGRGAGAGGYGGQGGYGAGAGAGAAAAAGAGAGGYGDKE TACWSRCRYTVASTTSRLSSAEASSRI SSAASTLVSGGYLNTAALPSVISDLF
AQVGASSPGVSDSEVLIQVLLEIVSSL IHILSSSSVGQVDE SSVGSSAAAVGQSMQVVMG

99 GAGAGAGGAGGYGRGAGAGAGAGAGAAAGQGY GSGAGAGAGASAGGAGSYGRGAGAGAAAASGAGAGGYGAGQGYGAGAGAVASAAAGAGSGAGGAGGYG
RGAVAGSGAGAGAGAGGAGGYGAGAGAGAAAGAVAGGSGGY GGRQGGYSAGAGAGAAAAA

100 | GPGGYGPVQQGPSGPGSAAGPGGYGPAQQGPARYGPGSAAAAAAAAGSAGYGPGPQASAAASRLASPDSGARVASAVSNLVSSGPTSSAALSSVISNAVS
QIGASNPGLSGCDVLIQALLEIVSACVTILSSSSIGQVNYGAASQFAQVVGQSVLSAFS

101 | GTGGVGGLFLSSGDFGRGGAGAGAGAAAASAAAAS SAAAGARGGSGF GVGTGGFGRGGAGAGTGAAAASAAAASAAAAGAGGDGGLFLSSGDFGRGGAGA
GAGAAAASAAAASSAAAGARGGSGFGVGTGGFGRGGAGDGASAAAASAAAASAAAA
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102 | GGYGPGAGQQGPGGAGQQGPGGAGPYGPSVAAAASAAGGYGPGAGQQGPVASAAVSRLSSPQASSRVSSAVSSLVSSGPTNPAALSNAMSSVVSQVSASN
PGLSGCDVLVQALLETVSALVHILGSSSIGQINYAASSQYAQMVGQSVAQALA

103 | GGAGQGGY GGLGSQGAGRGGYGGQGAGAAAAATGGAGQGGY GGVGSGASAASAAASRL SSPQASSRVSSAVSNL VASGPTNSAALSSTTSNAVSQIGASN
PGLSGCDVLIQALLEVVSAL THILGSSSIGQVNYGSAGQATQIVGQSVYQALG

104 | GGAGQGGY GGLGSQGAGRGGYGGQGAGAAVAATGGVGQGGY GGVGSGASAASAAASRLSSPEASSRVSSAVSNLVSSGPTNSAALSSTISNVVSQIGASN
PGLSGCDVLIQALLEVVSALVHILGSSSIGQVNYGSAGQATQIVGQSVYQALG

105 | GASGGYGGGAGEGAGAAAAAGAGAGGAGGYGGGAGSGAGAVARAGAGGAGGYGSGI GGGYGSGAGAAAGAGAGGAGAYGGGYGTGAGAGARGADSAGAAA
GYGGGVGTGTGSSAGY GRGAGAGAGAGAAAGSGAGAAGGYGGGYGAGAGAGA

106 | GAGSGQGGYGGQGGLGGY GQGAGAGAAAGASGSGSGGAGQGGLGGYGAGAGAGAAAAAAGASGAGQGGFGPYGSSYQSSTSY SVTSQGAAGGLGGYGQGS
GAGAAAAGAAGQGGQGGY GQGAGAGAGAGAGQGGL GGYGQGAGSSAASAAAA

107 | GGAGQGGYGGLGGQGVGRGGLGGQGAGAAAAGGAGQGGYGGVGSGASAASAAASRLSSPQASSRLSSAVSNLVATGPTNSAALSST ISNVVSQIGASNPG
LSGCDVLIQALLEVVSALIQILGSSSIGQVNYGSAGQATQIVGQSVYQALG

108 | GAGSGGAGGYGRGAGAGAGAAAGAGAGAGSYGGQGGY GAGAGAGAAAAAGAGAGAGGY GRGAGAGAGAGAGAAARAGAGAGGAGYGGQGGYGAGAGAGAA
AAAGAGAGGAGGYGRGAGAGAGAAAGAGAGAGGYGGQSGYGAGAGAAAAA

109 | GASGAGQGQGYGAQGAGGSSAAAAAAAAAAAQGQGAGYGRAGAGY GAAGQAGGS SAAAAAAAAAAAAAQGQGQGY GRQGAGSAAAAAAAAAGASGAGQGQG
YGQQGQGGSSAAAAAAAAAAAAAAAQGQGYGQQGAGSAAAAAAAAAAAAA

110 | GGYGPGAGQQGPGSGGQQGPGGAGPYGSGQAGPGGAGQQGP GGQGPY GPGAAAAAAAAAGGY GPGAGQQGPGGAGQQGPGSQGPGGQGPYGPGAGQQGPG
SQGPGSGGQAGPGGAGPYGPSAAAAAAAAAGGY GPGAGQRSQGPGGQGPYGPGAGQQGPGSQGPGSGGAAGPGGAGPYGP SAAAAAAAAGGY GPGAGQQG
PGSQGPGSGGQAGPGGAGPYGPGAAAAAAAVGGYGPGAGQQGPGSQGPGSGGQAGPGGAGPYGPSAAAAAAAAGGY GPGAGQQGPGSQGPGSGGQAGPGG
QGPYGPSAAAAAAAAGGY GPGAGQQGPGSGGQQGPGGQGPY GSGQQGPGGAGQQGPGGAGPY GPGAAAAAAAAAGGY GPGAGQQGPGGAGQQGPGSQGPG
GQGPYGPGAGQQGPGSQGPGSGGQQGPGGAGPY GPSAAAAAAAAAGGYGPGAGQRSQGPGGQGPY GPGAGQQGPGSQGPGSGGAAGPGGQGPYGPSAAAA
AAAAGGYGPGAGQQGPGSQGPGSGGQQGPGGQGPY GPGAAAAAAAVGGY GPGAGQQGPGSQGPGSGGQQGPGGAGPYGPSAAAAAAAAGGYGPGAGQQGP
GSQGPGSGGQAGPGGAGPYGPSAAAAAAAAGGY GPGAGQQGPGSGGQAGPGGAGPY GSGQAGPGGAGQQGPGGAGPY GPGAAAAAAAAAGGY GPGAGQQG
PGGAGQQGPGSQGPGGAGPYGPGAGQQGPGSQGPGSGGAAGPGGAGPYGPSAAAAAAAAAGGYGPGAGQRSQGPGGQGPY GPGAGQQGPGSQGPGSGGAQ
GPGGQGPYGPSAAAAAAAAGGYGPGAGQQGPGSQGPGSGGAAGPGGQGPY GPGAAAAAAAVGGY GPGAGQQGPGSQGPGSGGQQGPGGAGPYGPSAAAAA
AAAGGYGPGAGQQGPGSQGPGSGGQQGPGGAGPYGPSAAAAAAAA
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) 2 ZEFFElE gaE I, oY EX ejz1o] uAdAEQl o Vo-BjIL, VSV-BlL, Myc-EjL,
HA-®} 2, E-®l2, NE-®}Z, Ha-®fZ, Myc-®lZ, % FLAG-Bl2E =33ct. A s v ATZ< o= =
gFAd @ (GFP), AA P34 @iz (BFP), Al 34 wd (CFp), 34 34 oz (YFP), 2
A g3 G (0FP), HA P34 @id (RFP), 9 o589 f=AE 3t a4 714 "1 vjAH
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[0096]

[0097]

[0098]

[0099]

[0100]

[0101]

[0102]

S=50dl 10-2618002

 d= HQEds} (& 591, AviTag, HIQE 7454 Alelo] Sl d[BCP])E 9 A AL ol Zhelils
oot Jelols E= ZEfElol=gs Eoeith. gk 71 Ejie] mAIgA]l o= FIASH-EDT29F whe-&
Asl A 4SS E2FG. -Ed vz fElel= e FEREe] = Az dwd R §32 Advlbs
(& E°, TV ZzEopA]l, EFH, A Xa, T MHZFE AN & Y Ad 7hesA] &

AT}

AF FdoolA, AR S5 AE U LIHE ZYFIISE = Ade Hox stve Axg dnda) B
Hl A& Thol] #AE5Ao= 4% ¥7] Jfeolug F7IE dastatt. 497 Jeoles vdgd 2715 7H
ATk LF A7) FEAANA, A HElo| =g dsgste TEwIE = Ade Al 54 FHE X33}
o tE el Ade A & H7FE JhestA g

AF FAANA, Az SF Ax U 23EE A didS degste EYFEdoEelE AEe IR
HYo] ZsAor AZdEo] oo ZEFEUEIE ANEY AAE FEAVIEF ZEEH AFHos A
Afth. ZRREE P44 ZERE e 24 ZREY F At fEE 48 5o, 2¥32 oA, 2
Ex %, FARE fx, X2FHOE oA, Holwl oA EE wEE F2& Tl dojdrt. e ZERE
v 2 AFHE AR 5 AE O gide] ddS vy Z2EEet. AEs T2 RE] HASA Q]
A= ¥7jo} HEe]~ (Pichia pastoris) © @& SATA] (A0X1) Z2REY (pA0Xl), F7]o} FprEa]~e]

S ELEElo| =-3-E 2T 0| E dsto]| =2 AUA] (GAP) ZZREE (pGAP), YPT1 ZERE], AIFLEnfolix A
Z) 5] =] o (Saccharomyces cerevisae) ©| 3-EAZZe| A olE 71ubA] 1 (PGK1) ZTZFE (pPKGl), SSA4 TZ &
B, HSP82 T ERE], GPM1 ZTERE], KAR2 ZTERE], 7o} FAEz~0 Egos EAHOE o|amElA 1
(TP11) Z2RE¥ (pIPI1), F7Jo} FprEg/~9] dEelAl 1 (EN01) ZZREE (pENOl), PET9 ZZRE], PEX3
(PER3) ZT®ERE], AOX2 TERE, AOD TERE, THI11 T2X¥, DAS TERE, FLDI TEXE, PHORY ZT&ER
B, ClP1 ZTEXE], GMHl T=RY, (L1 TERE, TEF1 T2 XE, LAC4-PB] T2XY, 17 TEXE, TAC =
2R, W14 TEXE, GALI ZTERE, APL TERE, APR ZTEREH, He-gevla TZRE spa TER
B, CYCl Z&X¥, TDH3 ZZRE], GPD ZTERE], AlFFZnfola2 AeH] ] o)e] d|= A Q1A 1 (TEF1) ==
RE, EN02 ZEXH, PGL1 ZTEXE, GAP TEWE, SUC2 TEXE, ADHI TERE, ADH2 TEXE, HXT7
2XE, PHO5 ZTEZRE 9 (LBl L2EHE X3l 2142 5 Jde 7t Z2REE ddAd Fx15H

X9 [H

A grk. te AE wiAs Edentel - Az, WERE o]
2}, dto]aEwfolal B-EAFTEMAHHA F1AF, AURT F2AAF, obelieal dopuuAl |4z}, ofvwg
ol IAFXENAHTA FdA, Hefol=2EHolE HYuA fFH2, gHuld 71uA fdar, 9 A4E-
A YHAERAATA FAAE T3

¢
b

B, A8, 27, AFF E= 048 /199 5 Jd. S Q7T WARH

h )
243t g%, ZWEA ax, of=<%e}t ofdlyy X @A (Arxula adeninivorans), ofA¥AE A 1}o]
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[0103]

[0104]

[0105]

[0106]

S50l 10-2618002

7 (Aspergillus niger), o} &2 1po]A WolA(Aspergillus niger var). ©}9}=2] (awamori), ©oF2=3&
2l ¥ A (Aspergillus oryzae), ZATIt} o @Al (Candida etchellsii), ZACth FLglol2¥ ] (Candida
guilliermondii), ZATIt} Fel2~ (Candida humilis), ZHT]T} 2]&2]E]7} (Candida lipolytica), ZAHt} 1=
Eg2uZ# 2~ (Candida pseudotropicalis), YTt $-Egl~ (Candida utilis), ZATith w2ALEE 2~ (Candida
versatilis), dHlvlglule]Al2~ $Ald  (Debaryomyces hansenii), <XE]o}  I&AJE]FF (Endothia
parasitica), OlHXEHAE o}~5H]o] (Eremothecium ashbyii), FAIEw R XE29  (Fusarium
moniliforme), 3¥rAlEet Ze|=E23} (Hansenula polymorpha), ZFFolulZrlolAdl ZE]XA (Kluyveromyces
lactis), ZFHEnlo]lAl~  wlEAlolF2 (Kluyveromyces marxianus), SFHIZrlolAl~ HNEEH T
(Kluyveromyces thermotolerans), REZHo]Ze} H|LpHo} WMol (Morteirella vinaceae var). 3] :=A$-Ee]
A (raffinoseutilizer), FZZ w|d&|o] (Mucor miehei), FFZE w]od|o] WolA (Mucor miehei var)E& X
statar, FY ol o|w<= (Cooney et Emerson), F3IE FAFA HE=E (Mucor pusillus Lindt), HUAg-E
ZFo|22¥ (Penicillium roquefortii), 37]o} wWEl=e]7} (Pichia methanolica), 7|9} (Pichia) (Zw}7}
E}d2} (Komagataella)) I+2=E2]2~ (pastoris), H7|¢} (Pichia) (M#|Zr}e]A|l2 (Scheffersomyces)) Z=E]H]
El~ (stipitis), @&F2 YWl$-2 (Rhizopus niveus), ZEEEZ} % (Rhodotorula sp.), AHFEnlolx2 uf
OF 72 (Saccharomyces bayanus), AFFEwlo]lM|2~ WE]F-2~ (Saccharomyces beticus), AFFZwPlo]lAl2s A dH]
] ol (Saccharomyces cerevisiae), AFFEuFolAl2 At] o] (Saccharomyces chevalieri), AFFEwlolA2 T
O} 2~E}E]F 2~ (Saccharomyces diastaticus), AFFEPFolA|lz didiold]9-22 (Saccharomyces ellipsoideus),
AFERALol A~ AlGE2~ (Saccharomyces  exiguus), AFFEPRolAl ZERE|F2 (Saccharomyces
florentinus), A FZEvlolAMx  Zapde]~ (Saccharomyces fragilis), AM7FEvlolAl2s  dSirEgolyXx
(Saccharomyces pastorianus), AMF2ulo]Adl2  FHW (Saccharomyces pombe), AMFEulo]Al2 A
(Saccharomyces sake), AlZFZmlolM2~  $HlE  (Saccharomyces wuvarum), SXE|UEFA Q84
(Sporidiobolus johnsonii), =Xy &8F2~ AX YA (Sporidiobolus salmonicolor), =z ZEZulo]x2
ZA|$-2= (Sporobolomyces roseus), E#|ZHvP} A (Trichoderma reesi), FAAEZZrlolAx W= 29
(Xanthophyl lomyces dendrorhous), °F&Z$jo} @]ZE|7} (Yarrowia lipolytica), Aro]AFIEulo]AlA RLA]

(Zygosaccharomyces rouxii), % o]&9 =i 2 wajx|& X},

Aget mAEY wAISHAQl o= ofMEMYE FEAIT~ (Acetobacter suboxydans), oFMEHNE AMEw
(Acetobacter xylinum), NEx=Z#Q nA9-g A2~ (Actinoplane missouriensis), OFE=ZE T2l ZFalelA]x
(Arthrospira platensis), ©F2ERZA¥ 2l @Al (Arthrospira maxima), WFEel2 Aldl$-2 (Bacillus
cereus), HFA# 2~ FHolmek (Bacillus coagulans), BHFE# 2~ FAYXEEW| 2 (Bacillus licheniformis), Hb
A AHoRHEEHAF A (Bacillus stearothermophilus), ¥FE# A~ ABEE]2 (Bacillus subtilis), ol
2Alg] X o} 8] (Escherichia coli), ZEHRY A HA=HZA (Lactobacillus acidophilus), STERFA T~
E718]5 2 (Lactobacillus bulgaricus), ZEHFZIA FHZ (Lactobacillus reuteri), TEAF~ ZTE| X
(Lactococcus lactis), HEAZF= FE|~ #AZ= 15 N (Lactococcus lactis Lancefield Group N), F3 %
2E XNEZRE (Leuconostoc citrovorum), FIx=AE dAEftF (Leuconostoc dextranicum), FieiE
vl Alg Zoldl2~ #5 (Leuconostoc mesenteroides strain) NRRL B-512(F), wlo]aZAF2~ AU o] FEF
(Micrococcus  lysodeikticus), 2FEg/t}  (Spirulina), Z2ZEIEIFT~ HEIA# A~ (Streptococcus
thermophilus), Z2EREFTTA ZE]A (Streptococcus lactis), ZERNEFTTZTA FE|A JHBE r]olAdete ~
(Streptococcus lactis subspecies diacetylactis), ~EZEFIF 2~ (Streptococcus), ~EEwnlo]A~ =}E}
w=AIA] 2~ (Streptomyces chattanoogensis), Z~EFEwrlolAl2 22 Al-$-2~ (Streptomyces griseus), ~EFEwR}L
ol M2 @A~ (Streptomyces natalensis), “EFEvlolAl | ulA|$-2~ (Streptomyces olivaceus), 2=
EdEnlolA2 R IAZEAYZ  (Streptomyces olivochromogenes), ZEZERfojAA  FH|7|wmFX
(Streptomyces rubiginosus), IAFERELUA FFH|AEZ A (Xanthomonas campestris), % o]&9 F=4 2 o

IR R A= =

Az &5 AX2A AR £ A It 25
A EaeR
T =

el FAH Ak A7) gol "AxEF &7 AL
=4 ol AERD ohe 2 = =



[0107]

[0108]

[0109]

[0110]

[0111]

-7 H = s il ,g_:l‘L

T F¥Ee ATss Mg wix Tl wfkgel os) 5ET. A7) wld wiA= ddHor s w@a
9& R, A9 gdade] ARl ds RxApiElel =, HapghEtel s, EejAplelel =, dE B o
=9 2¢=s I AEE BmApgiEtol =] WAIRHAR] o= SFaA, AHES, Thes ZHEX ]
B2 FAR2 ofgpHe gR2A Y o5 2ES T A3 tAbtgtel=e] niAlGA Rl d= 7
AR, HEXS, PEA HIRA, ARnjes 8l ojg5e] Xgted X A EeAbiERel = niAlR
AR ol BHma, AR, =Pz, SR, dgRs, 79, B olse 2fes Iy, Agd 4z

= 3

oA AZE Hhsh g How p7le] Mg wu Ae] e AT T wiu FEL FAAY

ok, weba, ggE oA, B Avd WEEe EHld AR dwmAzA Az 23 AXEo] o3|
ANE = A3 gl & 589 Holw 15%%, 555%, 1052%, 20055%, T2 3055%; 1524 U

1005 %%, 90ZF%H%, 30FH%, 705%3%, 605F%, 5053%, 40593, 305%%, 205%%, T 105H% 1053%
WA 10053%, 90%5H%, 805 H%, 705 H%, 605 %, 505 %%, 405 3%, 305D, T 205F%; 205 %% U
A 1005 %%, 905 %%, 805 =%, 70%5H%, 60FH%, 505 %%, 405HF%, == 305%% 305 WA 1005 %%,
90=%, 805F%, 705F%, 605F%, 505H%, T 405F%; 405F% A 1005F%, 905F%, 305F%, 70
TH%, 605H%, T 50TH% 505 WA 1005%H%, 905 =%, 80FH%, 705 =%, T 60FH%: 605 F%
WAl 1005%3%, 90523, 805230, Ev 705%F% 705%F% WA 1005%%, 90FZ%, E+v 805 %% 805 %% U
A 1005 %%, £ 9052 T 905%% WA 1005%%E Xttt A5 FddoA, dage] g A=
Az S5 A o3 B4Hs Ay dHAS Aok 0.1 g/L, Aolx 0.5 g/L, Aol= 1 g/L, A= 2
g/L, A% 5 g/L, Aol% 7 g/L, A% 10 g/L, A% 15 g/L, =¥ A& 20 g/L; 0.1 g/L WA 30 g/L,
W= 25 g/L, WA 20 g/L, WA 15 g/L, WA 10 g/L, WA 7 g/L, WA 5 g/L, WA 2 g/L, WA 1 g/L, &
= WA 0.5 g/L; 0.5 g/L WA 30 g/L, WA 25 g/L, WA 20 g/L, WA 15 g/L, WA 10 g/L, WA 7 g/L,
WA 5 g/L, WA 2 g/L, T+ WA 1 g/L; 1 g/L WA 30 g/L, WA 25 g/L, WA 20 g/L, WA 15 g/L, WA
10 g/L, WA 7 g/L, WA 5 g/L, =& WA 2 g/L; 2 g/L WA 30 g/L, WA 25 g/L, WA 20 g/L, WA 15
g/L, W= 10 g/L, WA 7 g/L, T+ WA 5 g/L; 5 g/L WA 30 g/L, WA 25 g/L, WA 20 g/L, WA 15
g/L, WA 10 g/L, =& WA 7 g/L; from 7 g/L WA 30 g/L, WA 25 g/L, WA 20 g/L, WA 15 g/L, T
WA 10 g/L; 10 g/L WA 30 g/L, WA 25 g/L, WA 20 g/L, =& WA 15 g/L; 15 g/L WA 30 g/L, WA
25 g/L, ®x WA 20 g/L; 20 g/L WA 30 g/L, == WA 25 g/L; ®E 25 g/L WA 30 g/l £33},

NEF BUES TR FEZ Y] A gy

TAA] FH2EdA 71AE viel Zo] FAAHQ el whel e, w3EE dF E9, Sambrook et al.

Molecular Cloning:A Laboratory Manual, 2d ed., Cold Spring Harbor Laboratory Press, Cold Spring

o

Harbor, N.Y., 1989; Ausubel et al. Current Protocols in Molecular Biology, Greene Publishing
Associates, 1992, and Supplements to 2002); Harlow and Lane, Antibodies:A Laboratory Manual, Cold
Spring Harbor Laboratory Press, Cold Spring Harbor, N.Y., 1990; Taylor and Drickamer, Introduction to
Glycobiology, Oxford Univ.Press, 2003; Worthington Enzyme Manual, Worthington Biochemical Corp.,
Freehold, N.J.;Handbook of Biochemistry:Section A Proteins, Vol I, CRC Press, 1976; Handbook of
Biochemistry:Section A Proteins, Vol II, CRC Press, 1976; Essentials of Glycobiology, Cold Spring
Harbor Laboratory Press, 1999.

& AXE wSsr] Y AR AN ZdAl Z1AFEe] Y Idiris et al.  (2010)
Appl .Microbiol .Biotechnol.86 :403-417 ; Zhang et al. (2000) Biotechnol.Bioprocess.Eng. 5:275-287;
Zhu (2012) Biotechnol.Adv.30 :1158-1170 ; and Li et al. (2010) MAbs 2:466-477.
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[0121]

[0122]

[0123]

[0124]

[0125]

[0126]

[0127]

[0128]

SS90l 10-2618002

9% 2AAT-23 A BIGH AF33, 1,000 rpnol A 21
oA 48A7E B FLAUSRA. 48N FeHel F, 4 nlel zzkel WS ALgdte] 96-4 B
AEaa ololA] 30TAM 4843 Bt AL AT,

T -aMF(sc)/*X2-aMF(sc)ell FEH o

g deEtel= Ade & SV Aa frAt D*H“?U A=

oyx o FIINZIA ZFek. & 30 F7tE yeEb whel o], 2709 EIfe] §H] A
o= Mo A Zg-aMF(sc) / *XZ-aMF(sc) % 370 =&

ol Al ZE]-DSE4A(pp)/*Z & - aMF(sc) H¥ Z#-PEP4A(sc)/*ZE-aMF(sc))ol #EH oz J4%

NAS dsslels FYwIULEel= A T M ES X ARY 55 Axe i 2

3 (
- aMF(sc)/*Z - alF(sc))o] @ FFol Z}%QOE ddE A fFAF GES dEstele ZEarEd L Eel
[e:

aMF(sc) H] A=l ﬂ%ﬂ_‘li ‘?375% EE] %4 i S restst g e el = Aol 774 7H9)
2a Eddhs A2 w5 Axs ] HuE 9 52 ¢ SS FASAL olBA e, oA 4]
S5 AE7E =mebdsta/siAY AEErbs e AAE = v

% 4ol drEbd mpeh o], 27)o] MY EH] NS (5, 479 ZelsrEd eEel= AEolA - aMF(sc) /
TIZ-aMF(sc) 2 2709 ZwFdEte]l= M Ao ZE]-EPX1(pp)/*Z2-alMF(sc))ol ZEHoz Add A

=
3 A RS gEgels ZeRZuotes Ade 67 AYES xeke AT HF ATE By A%
%, Zel-alF(sc)/*Z2-alF(sc)? B #8o] H5doz dAdd A3 §4 Bude gastals Zow
Zeoeols A 59F £ et AxF SF AXRD & B Fg 2 PujE AAES A48
o},

T 50 e ukel o], T 49 4 + 2xEPX1(pp) TFol A3 A xF HH (%, =g -(LSP(gg) / *X2-
alF(sc))E #H7bste]l A3 fAF @de] Buje 585 F7F2 AAAIZT. ZE]-alF(sc) / *ZZ-alF(sc)
By Ao FeHor A4y Aa fAF dAS dFEetE ZFEY el HEe 7 JHES 23
SIAY ZF-aMF(sc)/*Z2-aMF(sc) w1 Al&d 2ZHsAo=m Add Ha A dids tsslele ZEwE
g QEfo] =9 47] F4aE B ZE]-EPX1(pp)/*Z - aMF(sc) z = E

2] Ao AEHoE o i
GEatste FelirZderels Adel 3 AES TRHE AT A0HQ VNE A F52 5 AL
FAeha; o RHOR, oA A7) 4T AL/ BARSL/AAG AT S 9ee AT F Aok,

Ao 2ol Ee] B s §HY BUAS £ BugR Yuds g7)0) RaEDs AL 7 A
£ Yy

o ojdep Ei F Yy VYA RHSHE T RrELs (AppEdS 35 (Konagatael la
phaffii)) AZS %7 AEE GS115 (RRL V158519 HISH HEAE thabdt Azd WEHz ga08470
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<170> PatentIn version 3.5

<210> 1
<211> 70
<212> PRT

<213> Saccharomyces cerevisiae
<400> 1
Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln Ile Pro Ala

1 5 10 15

Glu Ala Val Ile Gly Tyr Leu Asp Leu Glu Gly Asp Phe Asp Val Ala
20 25 30
Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu Phe Ile Asn
35 40 45
Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val Ser Leu Asp
50 95 60

Lys Arg Glu Ala Glu Ala

65 70
<210> 2
<211> 70
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 2
Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln Ile Pro Ala
1 5 10 15
Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe Asp Val Ala
20 25 30
Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu Phe Ile Asn
35 40 45
Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val Ser Leu Glu
50 55 60

Lys Arg Glu Ala Glu Ala

65 70
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<210> 3
<211> 22
<212> PRT

oin
1]
Jm
el

<213> Saccharomyces cerevisiae

<400> 3

Met Phe Ser Leu

1
Ala Asn Gln Val
20
<210> 4
<211> 23
<212> PRT

<213> Pichia

<400> 4

Met Ser Phe Ser
1

Leu Thr Asn Ile

20
<210> 5
<211> 20
<212> PRT

<213> Pichia

<400> 5

Met Lys Leu Ser
1

Val Val Ser Ala

20
<210> 6
<211> 18
<212> PRT

<213> Gallus
<400> 6
Met Arg Ser Leu

1

Lys Ala Leu Leu Pro Leu Ala Leu Leu Leu Val Ser

5 10 15

pastoris

Ser Asn Val Pro Gln Leu Phe Leu Leu Leu Val Leu

5 10 15

Val Ser Gly

pastoris

Thr Asn Leu Ile Leu Ala Ile Ala Ala Ala Ser Ala

5 10 15

gallus

Leu Ile Leu Val Leu Cys Phe Leu Pro Leu Ala Ala

5 10 15

_40_
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Leu Gly
<210> 7
<211> 89
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 7
Met Arg Phe Pro Ser Ile Phe Thr Ala Val
1 5 10
Ala Leu Ala Ala Pro Val Asn Thr Thr Thr
20 25
Ile Pro Ala Glu Ala Val Ile Gly Tyr Leu

35 40

Asp Val Ala Val Leu Pro Phe Ser Asn Ser
50 95
Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala
65 70

Ser Leu Asp Lys Arg Glu Ala Glu Ala

85
<210> 8
<211> 89
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial
<400> 8

Met Arg Phe Pro Ser Ile Phe Thr Ala Val

1 5 10

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr
20 25

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser

35 40

Leu Phe Ala Ala Ser

15

Glu Asp Glu Thr Ala
30

Asp Leu Glu Gly Asp

45

Thr Asn Asn Gly Leu
60
Ala Lys Glu Glu Gly

75

Sequence: Synthetic

Leu Phe Ala Ala Ser

15

Glu Asp Glu Thr Ala
30

Asp Leu Glu Gly Asp

45

_41_
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Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60
Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val

65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala

85
<210> 9
<211> 92
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 9
Met Phe Ser Leu Lys Ala Leu Leu Pro Leu Ala Leu Leu Leu Val Ser
1 5 10 15
Ala Asn Gln Val Ala Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu
20 25 30

Thr Ala Gln Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu

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

Glu Gly Val Ser Leu Glu Lys Arg Glu Ala Glu Ala

85 90
<210> 10
<211> 93
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 10
Met Ser Phe Ser Ser Asn Val Pro Gln Leu Phe Leu Leu Leu Val Leu

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

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

65 70 75 80

Glu Glu Gly Val Ser Leu Glu Lys Arg Glu Ala Glu Ala

85 90
<210> 11
<211> 90
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 11
Met Lys Leu Ser Thr Asn Leu Ile Leu Ala Ile Ala Ala Ala Ser Ala
1 5 10 15

Val Val Ser Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala

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

Val Ser Leu Glu Lys Arg Glu Ala Glu Ala

85 90
<210
> 12
<211> 88
<212> PRT

<213> Artificial Sequence

_43_
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<220><223>

<400> 12

Met Arg Ser Leu Leu Ile Leu Val Leu Cys

1 5 10

Leu Gly Ala Pro Val Asn Thr Thr Thr Glu
20 25

Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp

35 40

Val Ala Val Leu Pro Phe Ser Asn Ser Thr
50 55
[le Asn Thr Thr Ile Ala Ser Ile Ala Ala
65 70

Leu Glu Lys Arg Glu Ala Glu Ala

85
<210> 13
<211> 315
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial
<400> 13

Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln

1 5 10
Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr

20 25

Phe

Asp

Leu

Asn

Lys

75

Sequence: Synthetic

Leu

Glu

Glu

Asn
60

Glu

Description of Artificial Sequence: Synthetic polypeptide

Pro Leu Ala Ala
15
Thr Ala Gln Ile
30
Gly Asp Phe Asp

45

Gly Leu Leu Phe

Glu Gly Val Ser

80

Gly Pro Gly Ser Gly Gly

15

Gly Ser Gly Gln GIn Gly

30

Pro Gly Gly Ala Gly Gln GIn Gly Pro Gly Gly Gln Gly Pro Tyr Gly

35 40
Pro Gly Ala Ala Ala Ala Ala Ala Ala Ala
50 55
Gly Ala Gly GIn Gln Gly Pro Gly Gly Ala

65 70

Ser GIln Gly Pro Gly Gly Gln Gly Pro Tyr

85 90

45

Ala Gly Gly Tyr Gly Pro

60

Gly Gln Gln Gly Pro Gly

75

80

Gly Pro Gly Ala Gly Gln

95

_44_
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Gln Gly Pro Gly
100
Gly Gly Gln Gly
115
Ala Ala Gly Gly
130

Gly Gly Gln Gly

145

Ser Gln Gly Pro

Pro Tyr Gly Pro

180

Gly Pro Gly Ala
195

Gly Gly Gln Gln

210

Ala Ala Ala Ala
225

Gln Gly Pro Gly

Gly Gly Gln Gly

260

Ala Gly Gly Tyr
275

Gly Pro Gly Ser

290

Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro

105

110

Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala

120

125

Tyr Gly Pro Gly Ala Gly Gln Arg Ser Gln Gly Pro

135 140

Pro Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly

150

155

160

Gly Ser Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly

165

170

175

Ser Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr

185

190

Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser

200

205

Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly Ala

215 220

Ala Ala Val Gly Gly Tyr Gly Pro Gly Ala Gly Gln

230

235

240

Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro

245

250

255

Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala

265

270

Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gln

280

285

Gly Gly Gln Gln Gly Pro Gly Gly GIn Gly Pro Tyr

295 300

Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala

305

<210> 14
<211> 280
<212> PRT

310

315

<213> Artificial Sequence

_45_
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<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 14
Gly Gly Gln Gly Gly Arg Gly Gly Phe Gly Gly Leu Gly Ser Gln Gly
1 5 10 15
Ala Gly Gly Ala Gly Gln Gly Gly Ala Gly Ala Ala Ala Ala Ala Ala

20 25 30

Ala Ala Gly Gly Asp Gly Gly Ser Gly Leu Gly Gly Tyr Gly Ala Gly
35 40 45
Arg Gly His Gly Val Gly Leu Gly Gly Ala Gly Gly Ala Gly Ala Ala
50 55 60
Ser Ala Ala Ala Ala Ala Gly Gly Gln Gly Gly Arg Gly Gly Phe Gly
65 70 75 80
Gly Leu Gly Ser Gln Gly Ala Gly Gly Ala Gly Gln Gly Gly Ala Gly
85 90 95

Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Asp Gly Gly Ser Gly Leu

100 105 110
Gly Gly Tyr Gly Ala Gly Arg Gly His Gly Ala Gly Leu Gly Gly Ala
115 120 125
Gly Gly Ala Gly Ala Ala Ser Ala Ala Ala Ala Ala Gly Gly Gln Gly
130 135 140
Gly Arg Gly Gly Phe Gly Gly Leu Gly Ser Gln Gly Ser Gly Gly Ala
145 150 155 160
Gly Gln Gly Gly Ser Gly Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly

165 170 175

Asp Gly Gly Ser Gly Leu Gly Gly Tyr Gly Ala Gly Arg Gly Tyr Gly
180 185 190
Ala Gly Leu Gly Gly Ala Gly Gly Ala Gly Ala Ala Ser Ala Ala Ala
195 200 205
Ala Ala Gly Gly GIn Gly Gly Arg Gly Gly Phe Gly Gly Leu Gly Ser
210 215 220
Gln Gly Ala Gly Gly Ala Gly Gln Gly Gly Ser Gly Ala Ala Ala Ala

225 230 235 240
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Ala Ala Ala Ala Val Ala Asp Gly Gly Ser Gly Leu Gly Gly Tyr Gly

245 250 255
Ala Gly Arg Gly Tyr Gly Ala Gly Leu Gly Gly Ala Gly Gly Ala Gly
260 265 270

Ala Ala Ser Ala Ala Ala Ala Thr

275 280
<210> 15
<211> 278
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 15

Gly Ser Ala Pro Gln Gly Ala Gly Gly Pro Ala Pro GIn Gly Pro Ser

1 5 10 15

Gln Gln Gly Pro Val Ser Gln Gly Pro Tyr Gly Pro Gly Ala Ala Ala
20 25 30
Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly
35 40 45
Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro Gly Ser
50 55 60
Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro Gly Gly GIn Gly Pro
65 70 75 80

Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr

85 90 95
Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser
100 105 110
Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly Ala
115 120 125
Ala Ala Ala Ala Ala Ala Val Gly Gly Tyr Gly Pro Gly Ala Gly Gln
130 135 140

Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln GIn Gly Pro

_47_
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145

Gly Gly

Ala Gly

Gly Pro

Gln Gln

Ala Ala

<210>
<211>
<212>

<213>

150

155 160

Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala

165
Gly Tyr Gly Pro Gly
180
Gly Ser Gly Gly Gln
195
Ser Ala Ala Ala Ala
215

Gly Gln Gln Gly Pro

230
Gly Pro Tyr Gly Ser
245
Gly Pro Gly Gly Gln
260

Ala Ala Ala Ala
275

16

261

PRT

Artificial Sequence

<220><223> Description of

<400>

16

170 175
Ala Gly Gln Gln Gly Pro Gly Ser Gln
185 190
Gln Gly Pro Gly Gly Gln Gly Pro Tyr
200 205
Ala Ala Ala Ala Gly Gly Tyr Gly Pro
220

Gly Ser Gly Gly Gln Gln Gly Pro Gly

235 240

Gly Gln Gln Gly Pro Gly Gly Ala Gly
250 255

Gly Pro Tyr Gly Pro Gly Ala Ala Ala

265 270

Artificial Sequence: Synthetic polypeptide

Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gly Gly

1

5

10 15

GIn Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Ser Gly Gln Gln Gly

20

25 30

Pro Gly Gly Ala Gly Gln GIn Gly Pro Gly Gly Gln Gly Pro Tyr Gly

35

40 45

Pro Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro

50

55

60

_48_
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Gly Ala Gly Gln

65

Ser Gln Gly Pro

GIn Gly Pro Gly

100

Gly Gly Gln Gly
115

Ala Gly Gly Tyr

130

Gly Pro Gly Ser
145

Gly Pro Ser Ala

Gly Ala Gly Gln

180

Gly Gln Gly Pro
195

GIn Gln Gly Pro

210

Gly Ala Gly Gln

225

GIn Gln Gly Pro

Ala Ala Ala Ala
260

<210> 17

<211> 258

<212> PRT

<213>

<220><223>

GIn Gly Pro Gly Gly Ala Gly Gln Gln Gly Pro Gly

Gly
85

Ser

Pro

Tyr

Gly

Gly
245

Ala

70

Gly Gln Gly Pro

GIn Gly Pro Gly

105

Tyr Gly Pro Ser
120

Pro Gly Ala Gly

135

Gly Gln Gln Gly

150

Gly Pro Gly Ser

185

Gly Ser Gly Gln
200

Gly Gln Gly Pro

215
Gly Pro Gly Ser
230

Gly Gln Gly Pro

Artificial Sequence

Tyr
90

Ser

Gln

Pro

Tyr

Tyr

250

75

Gly Pro

Gly Gly

Ala Ala

Gln Gly

140

Gly Gly
155

Ala Gly

Gly Pro

Gly Gly

220
Gly Pro
235

Gly Pro

80
Gly Ala Gly Gln
95
Gln Gln Gly Pro
110
Ala Ala Ala Ala
125

Pro Gly Ser Gln

GIln Gly Pro Tyr
160

Gly Tyr Gly Pro

175
GIln Gly Pro Gly
190
Gly Gly Ala Gly
205

Gly Tyr Gly Pro

Gly Ser Gly Gly
240
Ser Ala Ala Ala

255

Description of Artificial Sequence: Synthetic polypeptide
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<400> 17

Gly Pro Gly Ala Arg Arg Gln Gly Pro Gly Ser
1 5 10
Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro
20 25
Gln Gly Pro Gly Gly Ala Gly Gln GIn Gly Pro
35 40
Tyr Gly Pro Gly Ala Ala Ala Ala Ala Ala Ala
50 55

Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Gly

65 70 75
Pro Gly Ser Gln Gly Pro Gly Gly GIn Gly Pro
85 90
Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly
100 105
Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser
115 120
Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ala

130 135

Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln
145 150 155
Gly Pro Tyr Gly Pro Gly Ala Ala Ala Ala Ala
165 170
Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly
180 185
Ser Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly
195 200

Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr

210 215
GIn Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser

225 230 235

Gln Gly Pro Gly Ser
15
Tyr Gly Ser Gly Gln
30
Gly Gly Gln Gly Pro
45
Ala Ala Gly Gly Tyr
60

Ala Gly Gln Gln Gly

80

Tyr Gly Pro Gly Ala
95
Ser Gly Gly Gln Gln
110
Ala Ala Ala Ala Ala
125

Gly Gln Gln Gly Pro

140

Gly Pro Gly Gly Gln
160
Ala Ala Val Gly Gly
175
Ser Gln Gly Pro Gly
190
Pro Tyr Gly Pro Ser
205

Gly Pro Gly Ala Gly

220
Gly Gly Gln Gln Gly
240
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Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala

245 250 255
Ala Ala
<210> 18
<211> 257
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 18

Gly Pro Gly Ala Arg Arg Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser

1 5 10 15
Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Ser Gly Gln
20 25 30
Gln Gly Pro Gly Gly Ala Gly Gln Gln Gly Pro Gly Gly GIn Gly Pro
35 40 45
Tyr Gly Pro Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr
50 95 60
Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Gly Ala Gly Gln Gln Gly

65 70 75 80

Pro Gly Ser Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly Ala
85 90 95
Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln
100 105 110
Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala
115 120 125
Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly
130 135 140

Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro Gly Gly GIn Gly

145 150 155 160
Pro Tyr Gly Pro Gly Ala Ala Ala Ala Ala Ala Ala Val Gly Gly Tyr

165 170 175
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Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser

180 185 190

Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala

195 200 205

Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln

210

215 220

Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln GIn Gly Pro

225

230 235 240

Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala

<210>

<211>

<212>

<213>

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400>

245 250 255

19
255
PRT

Artificial Sequence

19

Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gly Gly

1

5 10 15

Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Ser Gly Gln Gln Gly

Pro Gly Gly Ala Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr

20 25 30

35 40 45

Pro Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro

Gly Ala Gly GIn Gln Gly Pro Gly Gly Ala Gly Gln Gln Gly Pro Glu

65

Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln GIn Gly Pro

55 60

70 75 80

85 90 95

Gly Gln Gly Pro Tyr Gly Pro Gly Ala Ala Ala Ala Ala Ala Ala Val

100 105 110

_52_
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Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gln Gly

115

120

125

Pro Gly Ser Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr

130
Pro Ser Ala Ala

145

135

Ala Ala Ala Ala

150

Ala Gly Gln Gln Gly Pro Gly Ser

165

Gln Gly Pro Gly Gly GIn Gly Pro

180

Ala Ala Gly Gly Tyr

155

Gln Gly Pro

170

Tyr Gly Pro

185

Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ala

Gly Gln Gln Gly

225

Gly Pro Tyr Gly

<210> 20
<211> 252
<212> PRT

<213> Artificial Sequence

<220><223>

<400> 20

Gly Val Phe Ser
1

Leu Ala Glu Ser

20

Gly Ala Phe Ser
35

Thr Leu Lys Thr

50

Gln Gln Gly

215

200

Pro

Gly Gly Gln

Pro Gly Gly Ala Gly Gln Gln

230

235

140

Gly

Ser Ala

Gly

Gly
220

Gly

Gly Pro

Ser Gly Gly

Gln Gln
205

Pro Tyr

Pro Gly

Gly

Gly

Pro Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala

245

250

255

Description of Artificial Sequence: Synthetic

Ala Gly GIn Gly Ala Thr Pro Trp Glu Asn Ser

5

10

15

Pro

Ser

240

polypeptide

Phe Ile Ser Arg Phe Leu Arg Phe Ile Gly Gln Ser

25

30

Pro Asn Gln Leu Asp Asp Met Ser Ser Ile Gly Asp

40

45

Ala Ile Glu Lys Met Ala Gln Ser Arg Lys Ser

55

60

_53_
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Lys Ser Lys Leu Gln Ala Leu Asn Met Ala
65 70
Glu Ile Ala Val Ala Glu Gln Gly Gly Leu

85 90

Asn Ala Ile Ala Ser Ala Leu Ser Ala Ala
100 105
Tyr Val Asn Gln Gln Phe Val Asn Glu Ile
115 120
[le Ala Gln Ala Ser Ser Asn Glu Ile Ser
130 135

Gly Gly Ser Ser Gly Gly Gly Gly Gly Ser
145 150

Gln Gly Ala Tyr Ala Ser Ala Ser Ala Ala

165 170
Pro Gln Gly Thr Gly Gly Pro Ala Ser Gln
180 185
Pro Val Ser Gln Pro Ser Tyr Gly Pro Ser
195 200
Ala Val Gly Gly Arg Pro Gln Gly Pro Ser
210 215
Pro Ser Gln Gln Gly Pro Gly Gln GIn Gly

225 230

Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala
245 250

<210> 21

<211> 252

<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial
<400> 21

Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala

1 5 10

Phe Ala Ser Ser Met

75

Ser Leu Glu Ala Lys

95

Phe Leu Glu Thr Thr

110

Lys Thr Leu Ile Phe

125

Gly Ser Ala Ala Ala

140

Gly Gln Gly Gly Tyr

Ala Ala Tyr Gly Ser

175

Gly Pro Ser Gln Gln

190

Ala Thr Val Ala Val

205

80

Thr

Met

Thr

Ala Pro Arg Gln GIn Gly

220

Pro Gly Gly Arg Gly Pro

235

Ala Ala

Sequence: Synthetic polypeptide

240

Gly Ala Gly Ala Gly Ala

_54_
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Gly Ser Gly Ala Ser Thr Ser Val Ser Thr Ser Ser Ser Ser Gly

20 25 30

Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala Gly Ser Gly Ala Gly
35 40 45
Gly Ser Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Ala Gly Ala
50 55 60
Phe Gly Ser Gly Leu Gly Leu Gly Tyr Gly Val Gly Leu Ser Ser
65 70 75

GIn Ala Gln Ala Gln Ala Gln Ala Ala Ala Gln Ala Gln Ala Gln

85 90 95

GIn Ala Gln Ala Tyr Ala Ala Ala GIn Ala Gln Ala GIn Ala Gln

100 105 110
Gln Ala Gln Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly
115 120 125
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly
130 135 140
Gly Ala Ser Thr Ser Val Ser Thr Ser Ser Ser Ser Gly Ser Gly
145 150 155
Gly Ala Gly Ala Gly Ser Gly Ala Gly Ser Gly Ala Gly Ala Gly

165 170 175

Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Ala Gly Ala Gly Phe
180 185 190
Ser Gly Leu Gly Leu Gly Tyr Gly Val Gly Leu Ser Ser Ala Gln
195 200 205
GIn Ala Gln Ala Gln Ala Ala Ala GIn Ala Gln Ala GIn Ala Gln
210 215 220
GIn Ala Tyr Ala Ala Ala Gln Ala Gln Ala Gln Ala Gln Ala Gln
225 230 235

GIn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

245 250

<210> 22

_55_

Ser

Ala

Ala

Ser

Ala

160

Ser

Ala

Ala

Ala

240
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<211> 252
<212> PRT
<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 22
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala

1 5 10 15
Gly Ser Gly Ala Ser Thr Ser Val Ser Thr Ser Ser Ser Ser Gly Ser

20 25 30

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

35 40 45
Gly Ser Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Ala Gly Ala Ala
50 55 60
Phe Gly Ser Gly Leu Gly Leu Gly Tyr Gly Val Gly Leu Ser Ser Ala
65 70 75 80
GIn Ala Gln Ala GIn Ala GIn Ala Ala Ala Gln Ala Gln Ala Asp Ala
85 90 95
Gln Ala Gln Ala Tyr Ala Ala Ala Gln Ala Gln Ala Gln Ala Gln Ala

100 105 110

GIn Ala Gln Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Ala
115 120 125
Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala Gly Ala Gly Ala Gly Ser
130 135 140
Gly Ala Ser Thr Ser Val Ser Thr Ser Ser Ser Ser Gly Ser Gly Ala
145 150 155 160
Gly Ala Gly Ala Gly Ser Gly Ala Gly Ser Gly Ala Gly Ala Gly Ser
165 170 175

Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Ala Gly Ala Gly Phe Gly

180 185 190
Ser Gly Leu Gly Leu Gly Tyr Gly Val Gly Leu Ser Ser Ala Gln Ala
195 200 205

GIn Ala Gln Ala GIn Ala Ala Ala Gln Ala Gln Ala Asp Ala Gln Ala
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210 215 220
Gln Ala Tyr Ala Ala Ala Gln Ala Gln Ala Gln Ala Gln Ala Gln Ala
225 230 235 240
GIn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

245 250

<210> 23
<211> 252
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 23
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala Gly Ala Gly Ala

1 5 10 15
Gly Ser Gly Ala Ser Thr Ser Val Ser Thr Ser Ser Ser Ser Gly Ser

20 25 30

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

35 40 45

Gly Ser Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Ala Gly Ala Gly
50 95 60
Phe Gly Ser Gly Leu Gly Leu Gly Tyr Gly Val Gly Leu Ser Ser Ala
65 70 75 80
Gln Ala Gln Ala GIn Ser Ala Ala Ala Ala Arg Ala Gln Ala Asp Ala
85 90 95
GIn Ala Gln Ala Tyr Ala Ala Ala Gln Ala Gln Ala Gln Ala Gln Ala
100 105 110

GIn Ala Gln Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Ala

115 120 125
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ser
130 135 140
Gly Ala Ser Thr Ser Val Ser Thr Ser Ser Ser Ser Ala Ser Gly Ala
145 150 155 160

Gly Ala Gly Ala Gly Ser Gly Ala Gly Ser Gly Ala Gly Ala Gly Ser
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165

170

175

Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Ala Gly Ala Gly Phe

180

185 190

Ser Gly Leu Gly Leu Gly Tyr Gly Val Gly Leu Ser Ser Ala Gln

195

200 205

Gln Ala GIn Ala Gln Ala Ala Ala Gln Ala GIn Ala Gln Ala Gln

210

215 220

GIn Ala Leu Ala Ala Ala GIn Ala Gln Ala Gln Ala Gln Ala Gln

225

Gln Ala Ala Ala Ala

245
<210> 24
<211> 252
<212> PRT
<
213>
<220><223>
<400> 24

Gly Gly Tyr Gly Pro
1 5
Gln Gln Gly Pro Gly
20
Pro Gly Ala Gly Gln
35

Gly Gln Gln Gly Pro

50
Ala Ala Ala Ala Ala
65
Gly Pro Gly Ser Gln

85

230 235
Thr Ala Ala Ala Ala Ala Ala

250

Artificial Sequence

Description of Artificial Sequence: Synthetic

Gly Ala Gly Gln Gln Gly Pro Gly Gly Ala

10

15

Ser Gln Gly Pro Gly Gly Gln Gly Pro Tyr

25 30

Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser

40 45

Gly Gly Gln Gly Pro Tyr Gly Pro Ser

55 60

Ala

Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln

70 75

Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro

90

95

Ser GIn Gly Pro Gly Ser Gly Gly Gln GIn Gly Pro Gly Gly Gln

100

Pro Tyr Gly Pro Ser

105 110

240

polypeptide

Gly

Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly

_58_
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115 120

Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro
130 135

Ser Gly Gly Gln Gln Gly Pro Gly Gly Gln

145 150

Ala Ala Ala Ala Ala Ala Ala Val Gly Gly
165 170

Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly

180 185

Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser

195 200
Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly
210 215

Gln Gly Pro Gly Ser Gly Gly Gln GIn Gly

225 230

Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala
245 250

<210> 25

<211> 251

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial

<400> 25

Gly Gly Tyr Gly Pro Gly Ala Gly GIn Gln
1 5 10

GIn Gln Gly Pro Gly Ser Gln Gly Pro Gly

20 25
Pro Gly Ala Gly GIn Gln Gly Pro Gly Ser
35 40
Gly Gln GIn Gly Pro Gly Gly Gln Gly Pro

50 55

125

Gly Ser Gln Gly Pro Gly
140
Gly Pro Tyr Gly Pro Gly
155 160
Tyr Gly Pro Gly Ala Gly
175

Ser Gly Gly GIn GIn Gly

205
Gln Gln Gly Pro Gly Ser
220
Pro Gly Gly Gln Gly Pro
235 240

Ala Ala

Sequence: Synthetic polypeptide

Gly Pro Gly Gly Ala Gly
15
Gly Gln Gly Pro Tyr Gly
30
Gln Gly Pro Gly Ser Gly
45
Tyr Gly Pro Ser Ala Ala

60

_59_
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Ala Ala Ala Ala Ala Ala Gly Gly Tyr

65 70
Gly Pro Gly Ser Gln Gly Pro Gly Ser
85
Ser Gln Gly Pro Gly Ser Gly Gly Gln
100 105
Pro Tyr Gly Pro Ser Ala Ala Ala Ala
115 120
Gly Pro Gly Ala Gly Gln Gln Gly Pro

130 135

Gly Gly Gln Gln Gly Pro Gly Gly Gln
145 150

Ala Ala Ala Ala Ala Ala Val Gly Gly

Gln Gly Pro Gly Ser Gln Gly Pro Gly

180 185

Gly Gly Gln Gly Pro Tyr Gly Pro Ser
195 200

Ala Gly Gly Tyr Gly Pro Gly Ala Gly

210 215
Gly Pro Gly Ser Gly Gly Gln Gln Gly
225 230

Gly Pro Ser Ala Ala Ala Ala Ala Ala

245
<210> 26
<211> 248
<212> PRT

<213> Artificial Sequence

Gly

Gly
90

Gln

Gly

Gly

Tyr

170

Ser

Gln

Pro

Ala

250

<220><223> Description of Artificial

<400> 26

Gly His Gln Gly Pro His Arg Lys Thr

Pro

Pro Gly Ala Gly Gln Gln

75 80
Gly Gln Gln Gly Pro Gly
95
Gly Pro Gly Gly Gln Gly
110
Ala Ala Ala Gly Gly Tyr
125
Ser Gln Gly Pro Gly Ser

140

Pro Tyr Gly Pro Gly Ala
155 160
Gly Pro Gly Ala Gly Gln
175
Gly Gly Gln Gln Gly Pro
190
Ala Ala Ala Ala Ala Ala
205

Gln Gly Pro Gly Ser Gln

220
Gly Gly Gln Gly Pro Tyr
235 240

Ala

Sequence: Synthetic polypeptide

Trp Glu Thr Pro Glu Met

_60_
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Ala

Ile

Met

65

Leu

Leu

Asp

145

Ser

Gly

Gly

Gly

225

Ala

Glu Asn Phe Met
20
Phe Pro Asp Glu
35
Ile Ala Ala Val
50

Ser Leu Gln Ala

Phe Ala Thr Glu

85
Ile Gly Lys Ala
100
Ala Ser Glu Val
115
Leu Glu Asn Glu
130

Ala Arg Ala Ala

Ser Ala Asp Ala
165

Phe Leu Phe Ser

180
Ala Gly Ala Ala
195
Gly Ala Glu Gly
210

Arg Gly Gly Ala

Ala Ala Ser Ala

245

10

Asn Asn Val Arg Glu Asn Leu
25
Leu Met Lys Asp Met Glu Ala
40
Asp Gly Leu Glu Ala Gln His
55 60
Met Asn Thr Ala Phe Ala Ser
70 75

Gln Asp Tyr Val Asp Thr Glu

90
Tyr Gln Gln Ile Thr Gly Tyr
105
Thr Arg Leu Ile Gln Leu Phe
120
Val Glu Ile Ser Phe Ala Asp
135 140
Ala Gly Ala Ala Ala Gly Ser

150 155

Ser Ala Thr Ala Glu Gly Ala
170
Thr Gly Thr Phe Gly Arg Gly
185
Ala Ala Ser Ala Ala Ala Ala
200
Asp Arg Gly Leu Phe Phe Ser
215 220

Gly Ala Gly Ala Gly Ala Ala

230 235

Ala Ala Ala

15

Glu Ala Ser
30

Ile Thr Asn

45

Arg Ser Ser

Ser Met Ala

Val Ile Ala

95
Glu Asn Pro
110
Arg Glu Glu
125

Thr Asp Asn

Ser Gly Asp
175
Gly Ala Gly
190
Ser Ala Ala
205

Thr Gly Asp

Ala Ala Ser

_61_
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Thr

Tyr

His

Asp

Ser

160

Ser

Phe

240
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<210> 27
<211> 245
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 27
Gly Gly Ala Gln Lys His Pro Ser Gly Glu Tyr Ser Val Ala Thr Ala
1 5 10 15
Ser Ala Ala Ala Thr Ser Val Thr Ser Gly Gly Ala Pro Val Gly Lys

20 25 30

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

Ala Ser Ala Thr Ala Val Ala Ser Ala Phe Gln Lys Gly Leu Ala Pro

100 105 110
Tyr Gly Thr Ala Phe Ala Leu Ser Ala Ala Ser Ala Ala Ala Asp Ala
115 120 125
Tyr Asn Ser Ile Gly Ser Gly Ala Ser Ala Ser Ala Tyr Ala Gln Ala
130 135 140
Phe Ala Arg Val Leu Tyr Pro Leu Leu Gln Gln Tyr Gly Leu Ser Ser
145 150 155 160
Ser Ala Asp Ala Ser Ala Phe Ala Ser Ala Ile Ala Ser Ser Phe Ser

165 170 175

Thr Gly Val Ala Gly Gln Gly Pro Ser Val Pro Tyr Val Gly Gln Gln
180 185 190
Gln Pro Ser Ile Met Val Ser Ala Ala Ser Ala Ser Ala Ala Ala Ser

195 200 205
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Ala Ala Ala Val Gly Gly Gly Pro Val Val Gln Gly Pro Tyr Asp Gly
210 215 220

Gly Gln Pro Gln GIn Pro Asn Ile Ala Ala Ser Ala Ala Ala Ala Ala

225 230 235 240

Thr Ala Thr Ser Ser

245
<210> 28
<211> 244
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 28
Gly Gly Gln Gly Gly Arg Gly Gly Phe Gly Gly Leu Gly Ser Gln Gly

1 5 10 15
Glu Gly Gly Ala Gly Gln Gly Gly Ala Gly Ala Ala Ala Ala Ala Ala

20 25 30

Ala Ala Gly Ala Asp Gly Gly Phe Gly Leu Gly Gly Tyr Gly Ala Gly

35 40 45

Arg Gly Tyr Gly Ala Gly Leu Gly Gly Ala Gly Gly Ala Gly Ala Ala
50 55 60
Ser Ala Ala Ala Ala Ala Gly Gly Gln Gly Gly Arg Ser Gly Phe Gly
65 70 75 80
Gly Leu Gly Ser Gln Gly Ala Gly Gly Ala Gly Gln Gly Gly Ala Gly
85 90 95
Ala Ala Ala Ala Ala Ala Ala Ala Gly Ala Asp Gly Gly Ser Gly Leu
100 105 110

Gly Gly Tyr Gly Ala Gly Arg Gly Tyr Gly Ala Ser Leu Gly Gly Ala

115 120 125
Asp Gly Ala Gly Ala Ala Ser Ala Ala Ala Ala Ala Gly Gly Gln Gly
130 135 140
Gly Arg Gly Gly Phe Gly Gly Leu Gly Ser Gln Gly Ala Gly Gly Ala

145 150 155 160
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Gly Gln Gly Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala Ala Ser Gly
165 170 175
Asp Gly Gly Ser Gly Leu Gly Gly Tyr Gly Ala Gly Arg Gly Tyr Gly

180 185 190

Ala Gly Leu Gly Gly Ala Gly Gly Ala Gly Ala Ala Ser Ala Ala Ala
195 200 205
Ala Ala Gly Gly Glu Gly Gly Arg Gly Gly Phe Gly Gly Leu Gly Ser
210 215 220
Gln Gly Ala Gly Gly Ala Gly Gln Gly Gly Ser Leu Ala Ala Ala Ala

225 230 235 240

<210> 29
211> 244
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 29
Gly Pro Gly Gly Tyr Gly Gly Pro Gly Gln Pro Gly Pro Gly Gln Gly
1 5 10 15
Gln Tyr Gly Pro Gly Pro Gly Gln Gln Gly Pro Arg Gln Gly Gly Gln
20 25 30
Gln Gly Pro Ala Ser Ala Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly
35 40 45
Tyr Gly Gly Pro Gly Gln Gln Gly Pro Arg Gln Gly Gln GIn Gln Gly
50 55 60

Pro Ala Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Pro Arg

65 70 75 80

Gly Tyr Gly Gly Pro Gly Gln Gln Gly Pro Val Gln Gly Gly Gln Gln
85 90 95

Gly Pro Ala Ser Ala Ala Ala Ala Ala Ala Ala Ala Gly Val Gly Gly

100 105 110
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Tyr Gly Gly Pro Gly Gln Gln Gly Pro Gly Gln Gly Gln Tyr Gly Pro
115 120 125
Gly Thr Gly Gln Gln Gly Gln Gly Pro Ser Gly Gln Gln Gly Pro Ala

130 135 140

Gly Ala Ala Ala Ala Ala Ala Gly Gly Ala Ala Gly Pro Gly Gly Tyr
145 150 155 160
Gly Gly Pro Gly Gln Gln Gly Pro Gly Gln Gly Gln Tyr Gly Pro Gly
165 170 175
Thr Gly Gln Gln Gly Gln Gly Pro Ser Gly Gln Gln Gly Pro Ala Gly
180 185 190
Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly Tyr Gly Gly
195 200 205

Pro Gly Gln Gln Gly Pro Gly Gln Gly Gln Tyr Gly Pro Gly Ala Gly

210 215 220
Gln Gln Gly Gln Gly Pro Gly Ser Gln Gln Gly Pro Ala Ser Ala Ala
225 230 235 240

Ala Ala Ala Ala

<210> 30
<211> 243
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 30
Gly Ser Gly Ala Gly Gln Gly Thr Gly Ala Gly Ala Gly Ala Ala Ala
1 5 10 15

Ala Ala Ala Gly Ala Ala Gly Ser Gly Ala Gly Gln Gly Ala Gly Ser

20 25 30
Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala Ala Ser Ala Ala Gly Ala
35 40 45
Gly Gln Gly Ala Gly Ser Gly Ser Gly Ala Gly Ala Ala Ala Ala Ala

50 55 60

_65_
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Ala Ala Ala Ala Gly Ala Gly Gln Gly Ala Gly Ser Gly Ser Gly Ala
65 70 75 80
Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala GIn Gln Gln

85 90 95

GIn Gln Gln Gln Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
100 105 110
Ala Gly Ser Gly Gln Gly Ala Ser Phe Gly Val Thr Gln Gln Phe Gly
115 120 125
Ala Pro Ser Gly Ala Ala Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala
130 135 140
Ala Ala Ala Ala Ala Gly Ser Gly Ala Gly Gln Glu Ala Gly Thr Gly
145 150 155 160

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

165 170 175
Ala Gly Gln Gly Ala Gly Ser Gly Ala Gly Ala Ala Ala Ala Ala Ala
180 185 190
Ala Ala Ala Ser Ala Ala Gly Ala Gly Gln Gly Ala Gly Ser Gly Ser
195 200 205
Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gln
210 215 220

Gln Gln GIn GIn Gln Gln Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

225 230 235 240
Ala Ala Ala

<210> 31

<211> 242

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 31

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

1 5 10 15
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Ser Ala Ala Ala Thr Ser Val Thr Ser Ala Gly Ala Pro Val Gly Lys
20 25 30
Pro Gly Val Pro Ala Pro Ile Phe Tyr Pro Gln Gly Pro Leu Gln Gln

35 40 45

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

Tyr Gly Thr Ala Phe Ala Leu Ser Ala Ala Ser Ala Ala Ala Asp Ala

115 120 125
Tyr Asn Ser Ile Gly Ser Gly Ala Asn Ala Phe Ala Tyr Ala Gln Ala
130 135 140
Phe Ala Arg Val Leu Tyr Pro Leu Val Gln Gln Tyr Gly Leu Ser Ser
145 150 155 160
Ser Ala Lys Ala Ser Ala Phe Ala Ser Ala Ile Ala Ser Ser Phe Ser
165 170 175
Ser Gly Ala Ala Gly Gln Gly Gln Ser Ile Pro Tyr Gly Gly Gln Gln

180 185 190

Gln Pro Pro Met Thr Ile Ser Ala Ala Ser Ala Ser Ala Gly Ala Ser
195 200 205
Ala Ala Ala Val Lys Gly Gly Gln Val Gly Gln Gly Pro Tyr Gly Gly
210 215 220

GIn Gln Gln Ser Thr Ala Ala Ser Ala Ser Ala Ala Ala Thr Thr Ala

225 230 235 240
Thr Ala

<210> 32

<211> 241
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<212> PRT
<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 32
Gly Ala Asp Gly Gly Ser Gly Leu Gly Gly Tyr Gly Ala Gly Arg Gly
1 5 10 15
Tyr Gly Ala Gly Leu Gly Gly Ala Asp Gly Ala Gly Ala Ala Ser Ala
20 25 30
Ala Ala Ala Ala Gly Gly Gln Gly Gly Arg Gly Gly Phe Gly Arg Leu
35 40 45
Gly Ser Gln Gly Ala Gly Gly Ala Gly Gln Gly Gly Ala Gly Ala Ala
50 55 60

Ala Ala Val Ala Ala Ala Gly Gly Asp Gly Gly Ser Gly Leu Gly Gly

65 70 75 80
Tyr Gly Ala Gly Arg Gly Tyr Gly Ala Gly Leu Gly Gly Ala Gly Gly
85 90 95
Ala Gly Ala Ala Ser Ala Ala Ala Ala Ala Gly Gly Gln Gly Gly Arg
100 105 110
Gly Gly Phe Gly Gly Leu Gly Ser Gln Gly Ala Gly Gly Ala Gly Gln
115 120 125
Gly Gly Ala Gly Ala Ala Ala Ser Gly Asp Gly Gly Ser Gly Leu Gly

130 135 140

Gly Tyr Gly Ala Gly Arg Gly Tyr Gly Ala Gly Leu Gly Gly Ala Asp
145 150 155 160
Gly Ala Gly Ala Ala Ser Ala Ala Ser Ala Ala Gly Gly GIn Gly Gly
165 170 175
Arg Gly Gly Phe Gly Gly Leu Gly Ser Gln Gly Ala Gly Gly Ala Gly
180 185 190
Gln Gly Gly Ala Gly Ala Ala Ala Ala Ala Ala Thr Ala Gly Gly Asp
195 200 205

Gly Gly Ser Gly Leu Gly Gly Tyr Gly Ala Gly Arg Gly Tyr Gly Ala
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210

215

220

Gly Leu Gly Gly Ala Gly Gly Ala Gly Ala Ala Ser Ala Ala Ala Ala

225 230

Ala

<210> 33

<211> 241

<212> PRT

<213> Artificial Sequence
<220><223>

<400> 33

235

Gly Ala Gly Ala Gly Gln Gly Gly Arg Gly Gly Tyr

1

5

10

Phe Gly Gly Gln Gly Ser Gly Ala Gly Ala Gly Ala

20

25

Gly Ala Gly Ala Gly Gln Gly Gly Arg Gly Gly Tyr

35

40

Phe Gly Gly Gln Gly Ser Gly Ala Gly Ala Gly Ala

50

55

60

Gly Ala Gly Ala Gly Gln Gly Gly Arg Gly Gly Tyr

65

70

75

Phe Gly Gly Gln Gly Ser Gly Ala Gly Ala Gly Ala

85

90

Ala Ala Gly Ala Gly Gln Gly Gly Arg Gly Gly Tyr

100

105

Leu Gly Gly Ser Gly Ser Gly Ala Gly Ala Gly Ala

115

120

Ala Ala Ala Ala Gly Ala Gly Gly Tyr Gly Gln Gly

130
Tyr

145

135

150

155

140

Gly Gln Gly Ala Gly Ala Gly Gln Gly Gly Leu

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

240

Description of Artificial Sequence: Synthetic polypeptide

Gly Gln Gly Gly
15

Ser Ala Ala Ala

30
Gly Gln Gly Gly
45

Ser Ala Ala Ala

Gly Gln Gly Gly
80
Ser Ala Ala Ala

95

Gly Gln Gly Gly
110

Gly Ala Ala Ala

125

Gly Leu Gly Gly

Gly Gly Tyr Gly

160

Ala Gly Ala Gly

_69_
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165 170 175
Gly Ala Gly Gln Gly Gly Leu Gly Gly Tyr Gly Gln Gly Ala Gly Ala
180 185 190
Gly Gln Gly Gly Leu Gly Gly Tyr Gly Ser Gly Ala Gly Ala Gly Ala
195 200 205
Ala Ala Ala Ala Ala Ala Gly Ala Gly Gly Ser Gly Gln Gly Gly Leu
210 215 220

Gly Gly Tyr Gly Ser Gly Gly Gly Ala Gly Gly Ala Ser Ala Ala Ala

225 230 235 240
Ala

<210> 34

<211> 239

<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 34
Gly Ala Tyr Ala Tyr Ala Tyr Ala Ile Ala Asn Ala Phe Ala Ser Ile

1 5 10 15
Leu Ala Asn Thr Gly Leu Leu Ser Val Ser Ser Ala Ala Ser Val Ala

20 25 30

Ser Ser Val Ala Ser Ala Ile Ala Thr Ser Val Ser Ser Ser Ser Ala

35 40 45

Ala Ala Ala Ala Ser Ala Ser Ala Ala Ala Ala Ala Ser Ala Gly Ala
50 55 60
Ser Ala Ala Ser Ser Ala Ser Ala Ser Ser Ser Ala Ser Ala Ala Ala
65 70 75 80
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Ser Gly Ala Ser Gly Ala
85 90 95
Ala Gly Gly Ser Gly Gly Phe Gly Leu Ser Ser Gly Phe Gly Ala Gly
100 105 110

Ile Gly Gly Leu Gly Gly Tyr Pro Ser Gly Ala Leu Gly Gly Leu Gly
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115 120
Ile Pro Ser Gly Leu Leu Ser Ser Gly Leu Leu
130 135
Gln Arg Ile Ala Ser Leu Ile Pro Leu Ile Leu
145 150 155
Asn Gly Val Asn Phe Gly Val Ile Gly Ser Asn
165 170
Ser Gln Ile Ser Gln Ser Gly Gly Gly Ile Ala

180 185

Thr Gln Ala Leu Leu Glu Leu Val Ala Ala Phe
195 200
Ser Ala Gln Ile Gly Ala Val Ser Ser Ser Ser
210 215

Thr Ala Asn Ala Phe Ala Gln Ser Leu Ser Ser

225 230 235
<210> 35

<211> 239

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic

<400

Gly Ala Ala Gln Lys Gln Pro Ser Gly Glu Ser
1 5 10
Ser Ala Ala Ala Thr Ser Val Thr Ser Gly Gly
20 25
Pro Gly Val Pro Ala Pro Ile Phe Tyr Pro Gln
35 40
Gly Pro Ala Pro Gly Pro Ser Asn Val Gln Pro
50 55

Gly Pro Ile Gly Gly Val Gly Gly Ser Asn Ala

65 70 75

Ala Ser Ala Leu Ser Leu Asn Arg Gly Phe Thr

125

Ser Pro Ala Ala Asn

140

Ser Ala Ile Ser Pro
160

Ile Ala Ser Leu Ala

175
Ala Ser Gln Ala Phe

190

[le GIn Val Leu Ser
205

Ala Ser Ala Gly Ala

220

Ala Phe Ala Gly

Ser Val Ala Thr Ala
15
Ala Pro Val Gly Lys
30
Gly Pro Leu Gln Gln
45
Gly Thr Ser Gln Gln
60

Phe Ser Ser Ser Phe

80

Glu Val Ile Ser Ser

_71_

polypeptide
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85 90 95
Ala Ser Ala Thr Ala Val Ala Ser Ala Phe Gln Lys Gly Leu Ala Pro
100 105 110
Tyr Gly Thr Ala Phe Ala Leu Ser Ala Ala Ser Ala Ala Ala Asp Ala
115 120 125
Tyr Asn Ser Ile Gly Ser Gly Ala Asn Ala Phe Ala Tyr Ala Gln Ala
130 135 140

Phe Ala Arg Val Leu Tyr Pro Leu Val Arg Gln Tyr Gly Leu Ser Ser
145 150 155 160
Ser Gly Lys Ala Ser Ala Phe Ala Ser Ala Ile Ala Ser Ser Phe Ser
165 170 175
Ser Gly Thr Ser Gly Gln Gly Pro Ser Ile Gly Gln Gln Gln Pro Pro
180 185 190
Val Thr Ile Ser Ala Ala Ser Ala Ser Ala Gly Ala Ser Ala Ala Ala
195 200 205

Val Gly Gly Gly Gln Val Gly Gln Gly Pro Tyr Gly Gly GIn Gln Gln

210 215 220

Ser Thr Ala Ala Ser Ala Ser Ala Ala Ala Ala Thr Ala Thr Ser

225 230 235
<210> 36

<211> 239

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 36
Gly Ala Ala Gln Lys Gln Pro Ser Gly Glu Ser Ser Val Ala Thr Ala
1 5 10 15

Ser Ala Ala Ala Thr Ser Val Thr Ser Gly Gly Ala Pro Val Gly Lys

20 25 30
Pro Gly Val Pro Ala Pro Ile Phe Tyr Pro Gln Gly Pro Leu Gln Gln
35 40 45

Gly Pro Ala Pro Gly Pro Ser Asn Val GIn Pro Gly Thr Ser Gln Gln

_72_
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50
Gly Pro
65

Ala Ser

Ala Ser

Tyr Gly

Tyr Asn

130
Phe Ala
145

Ser Gly

Ser Gly

Val Thr

Val Gly
210
Ser Thr

225

<210>
<211>
<212>

<213>

55 60
Ile Gly Gly Val Gly Gly Ser Asn Ala Phe Ser Ser Ser
70 75
Ala Leu Ser Leu Asn Arg Gly Phe Thr Glu Val Ile Ser

85 90 95

Ala Thr Ala Val Ala Ser Ala Phe Gln Lys Gly Leu Ala
100 105 110
Thr Ala Phe Ala Leu Ser Ala Ala Ser Ala Ala Ala Asp
115 120 125
Ser Ile Gly Ser Gly Ala Asn Ala Phe Ala Tyr Ala Gln
135 140
Arg Val Leu Tyr Pro Leu Val Arg Gln Tyr Gly Leu Ser
150 155

Lys Ala Ser Ala Phe Ala Ser Ala Ile Ala Ser Ser Phe

165 170 175

Thr Ser Gly Gln Gly Pro Ser Ile Gly Gln Gln Gln Pro
180 185 190
Ile Ser Ala Ala Ser Ala Ser Ala Gly Ala Ser Ala Ala
195 200 205
Gly Gly Gln Val Gly Gln Gly Pro Tyr Gly Gly Gln Gln
215 220

Ala Ala Ser Ala Ser Ala Ala Ala Ala Thr Ala Thr Ser

230 235

37
239
PRT

Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic

<400>
Gly Ala

1

37
Ala Gln Lys Gln Pro Ser Gly Glu Ser Ser Val Ala Thr

5 10 15

Phe
80

Ser

Pro

Ser
160

Ser

Pro

polypeptide

Ala

Ser Ala Ala Ala Thr Ser Val Thr Ser Gly Gly Ala Pro Val Gly Lys
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Pro

Gly

Gly

65

Tyr

Tyr

Phe

145

Ser

Ser

20
Gly Val Pro Ala Pro Ile

35

Pro Ala Pro Gly Pro Ser

50 55

Phe

40

Asn

25

Tyr Pro

Val Gln

Pro Ile Gly Gly Val Gly Gly Ser Asn

70

Ser Ala Leu Ser Leu Asn Arg Gly Phe

85
Ser Ala Thr Ala Val Ala
100

Gly Thr Ala Phe Ala Leu

115
Asn Ser Ile Gly Ser Gly
130 135
Ala Arg Val Leu Tyr Pro

Ala Lys Ala Ser Ala Phe
165
Gly Thr Ser Gly Gln Gly
180

Ser

Ser

Ala

Pro

200

Asn Ala

Val Gln

Ser Ala

170

Ser Ile

185

Ser Ala

Ala Ala

Val Thr Ile Ser Ala Ala Ser
195
Val Gly Gly Gly Gln Val Gly Gln Gly Pro
210 215
Ser Thr Ala Ala Ser Ala Ser
225 230
<210> 38
<211> 239
<212> PRT

<213> Artificial Sequence

<220><223>

Pro

Ser

Phe

Gly

Tyr

235

30
Gly Pro Leu

45

Gly Thr Ser
60

Phe Ser Ser

Glu Val Ile

Lys Gly Leu
110

Ala Ala Ala

125
Ala Tyr Ala
140

Tyr Gly Leu

Ala Ser Ser

Gln Gln GIn

190

Ala Ser Ala
205

Gly Gly Gln

220

Thr Ala Thr

_74_

Gln Gln

Gln Gln

Ser Phe

80
Ser Ser
95

Ala Pro

Asp Ala

Ser Ser

160
Phe Ser
175

Pro Pro

Gln Gln

Ser

Description of Artificial Sequence: Synthetic polypeptide
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<400

38

Gly Gly Ala Gln Lys Gln

Ser

Ala Ala

Ala Thr Ser

20

Pro Gly Val Pro Ala Pro

Gly

Gly

65

Tyr

Tyr

Phe

145

Ser

Ser

Val

Val

Ser

225

35
Pro Ala
50

Pro Ile

Ser Ala

Ser Ala

Gly Thr

115

Asn Ser

130

Ala Arg

Ala Lys

Gly Thr

Thr Ile

195

Gly Gly

210

Thr Ala

Pro Gly Pro

70
Leu Ser Leu
85
Thr Ala Val
100

Ala Phe Ala

Ile Gly Ser

Val Leu Tyr
150
Ala Ser Ala

165

Pro

Val

Asn

Leu

Pro

Phe

Ser

Thr

Phe

40

Asn

Arg

Ser

Ser

120

Leu

Ser Gly Gln Gly Pro

180

Ser Ala Ala

Gly Gln Val

Ala Ser Ala

230

Ser

Ser

215

Ser

200

Gln

Ala

Gly Glu

10

Ser Ala

25

Tyr Pro

Val Gln

Ser Asn

Gly Phe
90

Ala Phe

Asn Ala

Val Gln

Ser Ala

Ser Asn

185

Ser Ala

Gly Pro

Ala Ala

Ser Ser

Gly Ala

GIn Gly

Pro Gly

60

Ala Phe

75

Thr Glu

Gln Lys

Ser Ala

Phe Ala
140

Gln Tyr

155

Gly Ala

Tyr Gly

220
Ala Thr

235

Val Ala Thr
15
Pro Val Gly
30
Pro Leu Gln
45

Thr Ser Gln

Ser Ser Ser

Val Ile Ser
95
Gly Leu Ala
110
Ala Ala Asp
125

Tyr Ala Gln

Gly Leu Ser

Ser Ser Phe
175
GIn GIn Pro
190
Ser Ala Ala
205

Gly Gln Gln

Ala Thr Ser

_75_

Ala

Lys

Phe

80

Ser

Pro

Ser
160

Ser

Pro

Gln
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<210> 39
<211> 239
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 39
Gly Gly Ala Gln Lys Gln Pro Ser Gly Glu Ser Ser Val Ala Thr Ala
1 5 10 15

Ser Ala Ala Ala Thr Ser Val Thr Ser Ala Gly Ala Pro Gly Gly Lys

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

85 90 95

Ala Ser Ala Thr Ala Val Ala Ser Ala Phe Gln Lys Gly Leu Ala Pro
100 105 110
Tyr Gly Thr Ala Phe Ala Leu Ser Ala Ala Ser Ala Ala Ala Asp Ala
115 120 125
Tyr Asn Ser Ile Gly Ser Gly Ala Asn Ala Phe Ala Tyr Ala Gln Ala
130 135 140
Phe Ala Arg Val Leu Tyr Pro Leu Val Gln Gln Tyr Gly Leu Ser Ser
145 150 155 160

Ser Ala Lys Ala Ser Ala Phe Ala Ser Ala Ile Ala Ser Ser Phe Ser

165 170 175
Ser Gly Thr Ser Gly Gln Gly Pro Ser Ile Gly Gln Gln Gln Pro Pro
180 185 190
Val Thr Ile Ser Ala Ala Ser Ala Ser Ala Gly Ala Ser Ala Ala Ala

195 200 205

_76_



Val Gly Gly Gly GIn Val Gly Gln Gly Pro Tyr Gly Gly Gln Gln Gln

210

215 220

Ser Thr Ala Ala Ser Ala Ser Ala Ala Ala Ala Thr Ala Thr Ser

225 230 235

<210> 40

<211> 236

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 40

Gly Pro Gly Gly Tyr Gly Gly Pro Gly Gln Gln Gly Pro Gly Gln Gly

1

5 10 15

Gln Gln Gln Gly Pro Ala Ser Ala Ala Ala Ala Ala Ala Ala Ala Gly

20 25 30

Pro Gly Gly Tyr Gly Gly Pro Gly Gln Gln Gly Pro Gly GIn Gly Gln

35 40 45

Gln Gln Gly Pro Ala Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly

55 60

Pro Gly Gly Tyr Gly Gly Pro Gly Gln Gln Arg Pro Gly GIn Ala Gln

65

70 75 80

Tyr Gly Arg Gly Thr Gly Gln Gln Gly Gln Gly Pro Gly Ala Gln Gln

85 90 95

Gly Pro Ala Ser Ala Ala Ala Ala Ala Ala Ala Gly Ala Gly Leu Tyr

100 105 110

Gly Gly Pro Gly Gln Gln Gly Pro Gly Gln Gly Gln Gln GIn Gly Pro

115 120 125

Ala Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Pro Gly

130

135 140

Gly Tyr Gly Gly Pro Gly Gln Gln Gly Pro Gly Gln Ala GIn Gln Gln

145

150 155 160

Gly Pro Ala Ser Ala Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly Tyr

165 170 175

_77_
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Ser Gly Pro Gly Gln Gln Gly Pro Gly Gln Ala Gln Gln Gln Gly Pro

180 185 190

Ala Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly Tyr
195 200 205
Gly Gly Pro Gly Gln Gln Gly Pro Gly Gln Gly Gln Gln GIn Gly Pro
210 215 220

Ala Ser Ala Ala Ala Ala Ala Ala Ala Thr Ala Ala

225 230 235
<210> 41

<211> 234

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 41

Gly Ala Gly Gly Asp Gly Gly Leu Phe Leu Ser Ser Gly Asp Phe Gly

1 5 10 15
Arg Gly Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Ala Ser Ala Ala
20 25 30
Ala Ala Ser Ser Ala Ala Ala Gly Ala Arg Gly Gly Ser Gly Phe Gly
35 40 45
Val Gly Thr Gly Gly Phe Gly Arg Gly Gly Ala Gly Asp Gly Ala Ser
50 55 60
Ala Ala Ala Ala Ser Ala Ala Ala Ala Ser Ala Ala Ala Ala Gly Ala

65 70 75 80

Gly Gly Asp Ser Gly Leu Phe Leu Ser Ser Gly Asp Phe Gly Arg Gly
85 90 95
Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Ala Ser Ala Ala Ala Ala
100 105 110
Ser Ala Ala Ala Ala Gly Thr Gly Gly Val Gly Gly Leu Phe Leu Ser
115 120 125
Ser Gly Asp Phe Gly Arg Gly Gly Ala Gly Ala Gly Ala Gly Ala Ala

130 135 140

_78_
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Ala Ala Ser Ala Ala Ala Ala Ser Ser Ala Ala Ala Gly Ala Arg Gly

145 150 155 160
Gly Ser Gly Phe Gly Val Gly Thr Gly Gly Phe Gly Arg Gly Gly Pro
165 170 175
Gly Ala Gly Thr Gly Ala Ala Ala Ala Ser Ala Ala Ala Ala Ser Ala
180 185 190
Ala Ala Ala Gly Ala Gly Gly Asp Ser Gly Leu Phe Leu Ser Ser Glu
195 200 205
Asp Phe Gly Arg Gly Gly Ala Gly Ala Gly Thr Gly Ala Ala Ala Ala

210 215 220

Ser Ala Ala Ala Ala Ser Ala Ala Ala Ala

225 230
<210> 42

<211> 233

<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 42
Gly Ala Gly Arg Gly Tyr Gly Gly Gly Tyr Gly Gly Gly Ala Ala Ala
1 5 10 15
Gly Ala Gly Ala Gly Ala Gly Ala Gly Arg Gly Tyr Gly Gly Gly Tyr
20 25 30

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

35 40 45
Gly Ser Gly Tyr Gly Arg Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala
50 55 60
Ala Ala Ala Ala Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr Gly Gly
65 70 75 80
Gly Ala Gly Ala Gly Ala Gly Ala Ser Ala Ala Ala Gly Ala Gly Ala
85 90 95

Gly Ala Gly Gly Ala Gly Gly Tyr Gly Gly Gly Tyr Gly Gly Gly Ala
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100 105 110

Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Ala Ala Gly Ala Gly Ala
115 120 125
Gly Ala Gly Ala Gly Arg Gly Tyr Gly Gly Gly Phe Gly Gly Gly Ala
130 135 140
Gly Ser Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Gly Ser Gly Tyr
145 150 155 160
Gly Arg Gly Ala Gly Gly Tyr Gly Gly Gly Tyr Gly Gly Gly Ala Gly
165 170 175

Thr Gly Ala Gly Ala Ala Ala Ala Thr Gly Ala Gly Ala Gly Ala Gly

180 185 190
Ala Gly Arg Gly Tyr Gly Gly Gly Tyr Gly Gly Gly Ala Gly Ala Gly
195 200 205
Ala Gly Ala Gly Ala Gly Ala Gly Gly Gly Ser Gly Tyr Gly Arg Gly
210 215 220

Ala Gly Ala Gly Ala Ser Val Ala Ala

225 230
<210> 43

<211> 231

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 43
Gly Ala Leu Gly Gln Gly Ala Ser Val Trp Ser Ser Pro GIn Met Ala
1 5 10 15
Glu Asn Phe Met Asn Gly Phe Ser Met Ala Leu Ser Gln Ala Gly Ala
20 25 30
Phe Ser Gly Gln Glu Met Lys Asp Phe Asp Asp Val Arg Asp Ile Met
35 40 45

Asn Ser Ala Met Asp Lys Met Ile Arg Ser Gly Lys Ser Gly Arg Gly

50 55 60

_80_
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Ala Met

65

Val Ala

Ala Val

Phe Leu

Ala Asn

130

Gly Pro
145

Gly Thr

Ser Ser

Gly Ser

Val Ala

210
Ala Ala
225
<210>
<211>
<212>

<213>

<220><223>

<400>

Arg Ala Met Asn Ala Ala Phe Gly Ser Ala

70 75
Ala Asn Gly Gly Lys Glu Tyr Gln Ile Gly
85 90
Thr Asn Thr Leu Leu Gln Leu Thr Gly Asn
100 105

Asn Glu Ile Ser Arg Leu Ile Thr Leu Phe
115 120

Asp Val Ser Ala Ser Ala Gly Ala Asp Ala

135 140

Val Gly Gly Tyr Ser Ser Gly Ala Gly Ala
150 155
Ala Gln Ala Val Gly Tyr Gly Gly Gly Ala
165 170
Ala Ala Ala Gly Ala Thr Asn Tyr Ala Gln
180 185

Thr Gln Asn Val Ala Thr Ser Thr Val Thr
195 200

Gly Ser Thr Ala Thr Gly Tyr Asn Thr Gly

215 220
Ala Gly Ala Ala Ala
230
44
231
PRT

Artificial Sequence

44

Ile Ala Glu

Ala Val Leu
95
Ala Asp Asn
110
Ser Ser Val
125

Ser Gly Ser

Ala Val Gly

Gln Gly Val
175
Gly Val Ser
190
Thr Thr Thr
205

Tyr Gly Ile

Description of Artificial Sequence: Synthetic

80

Asp

Ser

Gln

160

Thr

Asn

polypeptide

Gly Gly Gln Gly Gly Gln Gly Gly Tyr Asp Gly Leu Gly Ser Gln Gly

1

5 10

15

Ala Gly GIn Gly Gly Tyr Gly Gln Gly Gly Ala Ala Ala Ala Ala Ala
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20 25

30

Ala Ala Ser Gly Ala Gly Ser Ala Gln Arg Gly Gly Leu Gly Ala Gly

Gly Ala

50

Gly Gly

Gly Asp

Gln Gly

130

Gly Gln

Gly Ala

Gly Ala
210
Ala Ala
225
<210>
<211>
<212>

<213>

35 40

45

Gly GIn Gly Tyr Gly Ala Gly Ser Gly Gly Gln Gly Gly Ala

55 60
Gly Gly Ala Ala Ala Ala Thr Ala Ala Ala
70 75
Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln
85 90

Tyr Gly Gln Gly Gly Ala Ala Ala Ala Ala

100 105

Gly Gly Ala Gly Gln Glu Gly Leu Gly Ala

115 120

Tyr Gly Ala Gly Leu Gly Gly Gln Gly Gly
135 140

Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly

150 155
Tyr Gly Gly Leu Gly Ser Gln Gly Ala Gly

165 170

Gly Gly Ala Ala Ala Ala Ala Ala Ala Ala
180 185
Gly Gln Gly Gly Leu Gly Ala Ala Gly Ala
195 200
Gly Ser Gly Gly GIn Gly Gly Ala Gly Gln
215 220
Ala Ala Ala Ala Ala
230

45

231

PRT

Artificial Sequence

Ala Gly Gly Gln

80

Gly Ser Gly Gln
95

Ala Ala Ala Ser

110
Gly Gly Ala Gly
125

Ala Gly Gln Gly

Gln Gly Gly Gln
160
Gln Gly Gly Tyr

175

Ser Gly Ala Gly
190

Gly Gln Gly Tyr

205

Gly Gly Ala Ala
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<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 45
Gly Gly Gln Gly Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly
1 5 10 15
Ala Gly Gln Gly Gly Tyr Gly Gln Gly Gly Val Ala Ala Ala Ala Ala
20 25 30
Ala Ala Ser Gly Ala Gly Gly Ala Gly Arg Gly Gly Leu Gly Ala Gly
35 40 45
Gly Ala Gly Gln Glu Tyr Gly Ala Val Ser Gly Gly Gln Gly Gly Ala
50 55 60

Gly Gln Gly Gly Glu Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Gln

65 70 75 80
Gly Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly Ala Gly Gln
85 90 95
Gly Gly Tyr Gly GIn Gly Gly Ala Ala Ala Ala Ala Ala Ala Ala Ser
100 105 110
Gly Ala Gly Gly Ala Arg Arg Gly Gly Leu Gly Ala Gly Gly Ala Gly
115 120 125
Gln Gly Tyr Gly Ala Gly Leu Gly Gly Gln Gly Gly Ala Gly Gln Gly

130 135 140

Ser Ala Ser Ala Ala Ala Ala Ala Ala Ala Gly Gly Gln Gly Gly Gln
145 150 155 160
Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly Ser Gly Gln Gly Gly Tyr
165 170 175
Gly Gln Gly Gly Ala Ala Ala Ala Ala Ala Ala Ala Ser Gly Ala Gly
180 185 190
Gly Ala Gly Arg Gly Ser Leu Gly Ala Gly Gly Ala Gly Gln Gly Tyr
195 200 205

Gly Ala Gly Leu Gly Gly Gln Gly Gly Ala Gly Gln Gly Gly Ala Ala

210 215 220

Ala Ala Ala Ser Ala Ala Ala
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225 230
<210> 46
<211> 229
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 46

Gly Pro Gly Gly Tyr Gly Gly Pro Gly Gln Gln Gly Pro Gly Gln
1 5 10 15

Gln Tyr Gly Pro Gly Thr Gly Gln Gln Gly Gln Gly Pro Gly Gly

20 25 30

Gln Gly Pro Val Gly Ala Ala Ala Ala Ala Ala Ala Ala Val Ser
35 40 45
Gly Gly Tyr Gly Ser Gln Gly Ala Gly GIn Gly Gly Gln GIn Gly
50 95 60
Gly Gln Arg Gly Pro Ala Ala Ala Gly Pro Gly Gly Tyr Ser Gly
65 70 75

Gly Gln Gln Gly Pro Gly Gln Gly Gly Gln Gln Gly Pro Ala Ser

85 90 95

Ala Ala Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly Tyr Gly Gly

100 105 110
Gly Gln Gln Gly Pro Gly Gln Gly Arg Gly Thr Gly Gln GIn Gly
115 120 125
Gly Pro Gly Gly GIn Gln Gly Pro Ala Ser Ala Ala Ala Ala Ala
130 135 140
Ala Gly Pro Gly Gly Tyr Gly Gly Pro Gly Gln Gln Gly Pro Gly
145 150 155
Gly Gln Tyr Gly Pro Gly Thr Gly GIn Gln Gly Gln Gly Pro Ala

165 170 175

Ala Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly Tyr Gly Gly Pro
180 185 190

Gln Gln Gly Pro Gly Gln Gly Gln Tyr Gly Pro Gly Thr Gly Gln
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Gly

Ser

Ser

Pro

80

Ser

160

Ser

Gly

Gln
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195 200 205
Gly Gln Gly Pro Gly Gly Gln Gln Gly Pro Gly Gly Ala Ser Ala Ala
210 215 220

Ala Ala Ala Ala Ala

225

<210> 47

<211> 228
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 47
Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gly Gly
1 5 10 15
Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Ser Gly Gln Gln Gly
20 25 30
Pro Gly Gly Ala Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly
35 40 45
Pro Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro
50 95 60

Gly Ala Gly Gln Gln Gly Pro Gly Gly Ala Gly Gln Gln Gly Pro Gly

65 70 75 80
Ser Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly Ala Gly Gln
85 90 95
Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln GIn Gly Pro
100 105 110
Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala
115 120 125
Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln Arg Ser Gln Gly Pro

130 135 140

Gly Gly GIn Gly Pro Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly
145 150 155 160

Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro Gly Gly GIn Gly
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165 170 175
Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala Gly Pro Gly
180 185 190
Ala Gly Arg Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln
195 200 205

Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala

210 215 220

Ala Ala Ala Ala

225

<210> 48

<211> 225
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 48
Gly Gln Gly Gly GIn Gly Gly Gln Gly Gly Leu Gly GIn Gly Gly Tyr
1 5 10 15
Gly Gln Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala
20 25 30

Ala Ala Ala Ala Ala Gly Arg Gly GIn Gly Gly Tyr Gly Gln Gly Ser

35 40 45
Gly Gly Asn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ser
50 55 60
Gly Gln Gly Ser Gln Gly Gly Gln Gly Gly Gln Gly GIn Gly Gly Tyr
65 70 75 80
Gly Gln Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala
85 90 95
Ala Ala Ala Ala Ser Gly Arg Gly Gln Gly Gly Tyr Gly GIn Gly Ala

100 105 110

Gly Gly Asn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
115 120 125

Ala Gly Gln Gly Gly Gln Gly Gly Tyr Gly Gly Leu Gly Gln Gly Gly

_86_
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130 135 140
Tyr Gly Gln Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala
145 150 155 160
Ala Ala Ala Ala Gly Gly Gln Gly Gly Gln Gly Gln Gly Gly Tyr Gly
165 170 175

Gln Gly Ser Gly Gly Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

180 185 190
Ala Ala Ala Ala Ala Gly Arg Gly Gln Gly Gly Tyr Gly Gln Gly Ser
195 200 205

Gly Gly Asn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

210 215 220
Ala
225
<210> 49
<211> 225
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 49

Gly Arg Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro Gly Gly

1 5 10 15
Pro Gly Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly Tyr Gly Pro Gly
20 25 30
Gly Tyr Gly Pro Gly Gln Gln Gly Pro Gly Gly Pro Gly Ala Ala Ala
35 40 45
Ala Ala Ala Ala Gly Arg Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln
50 55 60
Gly Pro Gly Gln GIn Gly Pro Gly Gly Ser Gly Ala Ala Ala Ala Ala

65 70 75 80

Ala Gly Arg Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro Gly
85 90 95

Gly Pro Gly Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly Tyr Gly Pro
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100 105 110
Gly Gln Gln Gly Pro Gly Ala Ala Ala Ala Ala Ala Ala Ala Gly Arg
115 120 125
Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro Gly Gly Pro Gly
130 135 140

Ala Ala Ala Ala Ala Ala Ala Gly Arg Gly Pro Gly Gly Tyr Gly Pro

145 150 155 160
Gly Gln Gln Gly Pro Gly Gln Gln Gly Pro Gly Gly Ser Gly Ala Ala
165 170 175
Ala Ala Ala Ala Gly Arg Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln
180 185 190
Gly Pro Gly Gly Pro Gly Ala Ala Ala Ala Ala Ala Gly Pro Gly Gly
195 200 205

Tyr Gly Pro Gly Gln Gln Gly Pro Gly Ala Ala Ala Ala Ala Ala Ala

210 215 220
Ala
225
<210> 50
211> 225
<212>  PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 50
Gly Arg Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro Gly Gly
1 5 10 15
Ser Gly Ala Ala Ala Ala Ala Ala Gly Arg Gly Pro Gly Gly Tyr Gly
20 25 30
Pro Gly Gln Gln Gly Pro Gly Gly Pro Gly Ala Ala Ala Ala Ala Ala

35 40 45

Gly Pro Gly Gly Tyr Gly Pro Gly Gln GIn Gly Thr Gly Ala Ala Ala
50 55 60

Ala Ala Ala Ala Gly Ser Gly Ala Gly Gly Tyr Gly Pro Gly Gln Gln
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65 70
Gly Pro Gly Gly Pro Gly Ala Ala Ala Ala
85 90
Tyr Gly Pro Gly Gln Gln Gly Pro Gly Ala
100 105

Gly Ser Gly Pro Gly Gly Tyr Gly Pro Gly

115 120
Ser Ser Ala Ala Ala Ala Ala Ala Gly Pro
130 135

Gln Gln Gly Pro Gly Ala Ala Ala Ala Ala
145 150
Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro

165 170
Ala Ala Ala Ala Gly Pro Gly Gly Tyr Gly

180 185

Gly Ala Ala Ala Ala Ala Ala Ala Gly Ser
195 200

Pro Gly Gln Gln Gly Pro Gly Gly Pro Gly

210 215
Ala
225
<210> 51
211> 219
<212>  PRT

<213> Artificial Sequence
<220><223> Description of Artificial
<400> 51

Gly Ala Ala Ala Thr Ala Gly Ala Gly Ala

1 5 10

Gly Gly Gly Ala Gly Ala Ala Ala Gly Ala
20 25

Gly Gly Tyr Gly Ala Val Ala Gly Ser Gly

75 80
Ala Ala Gly Pro Gly Gly
95
Ala Ala Ala Ala Ala Ala
110

GIn Gln Gly Pro Gly Gly

125
Gly Arg Tyr Gly Pro Gly
140
Ser Ala Gly Arg Gly Pro
155 160
Gly Gly Pro Gly Ala Ala
175
Pro Gly Gln Gln Gly Pro

190

Gly Pro Gly Gly Tyr Gly
205
Ala Ala Ala Ala Ala Ala

220

Sequence: Synthetic polypeptide

Ser Val Ala Gly Gly Tyr

15

Gly Ala Gly Gly Tyr Gly
30

Ala Gly Ala Ala Ala Ala
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Ala Ser
50
Ala Gly

65

Ser Arg

Tyr Ser

Ala Ser

Val Val
210

<210>

<211>

<212>

<213>

35 40 45
Ser Gly Ala Gly Gly Ala Ala Gly Tyr Gly Arg
55 60
Ser Gly Ala Gly Ala Gly Ala Gly Thr Val Ala
70 75

Gly Gly Val Ala Thr Ser Ser Ser Ser Ala Thr

85 90
Ile Val Thr Ser Gly Gly Tyr Gly Tyr Gly Thr
100 105
Ala Gly Val Ala Ala Gly Ser Tyr Ala Gly Ala
115 120 125
Ser Ala Glu Ala Ala Ser Arg Val Ser Ser Asn
135 140
Ser Gly Gly Ala Ser Ala Leu Pro Ser Val Ile

150 155

Gly Val Val Ala Ser Gly Val Ser Ser Asn Glu
165 170
Leu Leu Glu Leu Leu Ser Ala Leu Val His Val
180 185
Ile Gly Asn Val Ser Ser Val Gly Val Asp Ser
195 200 205
Gln Asp Ser Val Gly Gln Tyr Val Gly
215
52
219

PRT

Artificial Sequence

<220><223>

<400>

52

Gly Tyr Gly

Ala Tyr Gly

Ala Ser Gly

95
Ser Ala Ala
110

Val Asn Arg

Ser Asn Ile

Ala Leu Ile
175

Leu Ser Ser

190

Thr Leu Asn

Description of Artificial Sequence: Synthetic polypeptide

Gly Gly Gln Gly Gly Phe Ser Gly Gln Gly Gln Gly Gly Phe Gly Pro

1

5 10

15

Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
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20 25 30
Arg GIn Gly Gly Gln Gly GIn Gly Gly Phe Gly Gln Gly Ala Gly Gly
35 40 45

Asn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gln

50 55 60
Gln Gly Gly Gln Gly Gly Phe Ser Gly Arg Gly Gln Gly Gly Phe Gly
65 70 75 80
Pro Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Gly GIn Gly Gly
85 90 95
Gln Gly Gln Gly Gly Phe Gly Gln Gly Ala Gly Gly Asn Ala Ala Ala
100 105 110
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gln Gly Gly

115 120 125

Gln Gly Arg Gly Gly Phe Gly Gln Gly Ala Gly Gly Asn Ala Ala Ala
130 135 140
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gln GIn Gly Gly
145 150 155 160
Gln Gly Gly Phe Gly Gly Arg Gly Gln Gly Gly Phe Gly Pro Gly Ala
165 170 175
Gly Ser Ser Ala Ala Ala Ala Ala Ala Gly Gln Gly Gly Gln Gly Arg
180 185 190

Gly Gly Phe Gly Gln Gly Ala Gly Gly Asn Ala Ala Ala Ala Ser Ala

195 200 205

Ala Ala Ala Ala Ser Ala Ala Ala Ala Gly Gln

210 215
<210> 53
<211> 218
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 53

Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Gly Ala Gly
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1

5 10

Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly

20 25

Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly

35 40

15
Gly Ala Gly Gln GIn Gly

30

Ala Ala Ala Ala Ala Ala

45

Ala Val Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser

50

55

GIn Gly Pro Gly Ser Gly Gly Gln Gln Gly

65

70

Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala

85 90

Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser

100 105

Gly Gln Gln Gly Pro Gly Gly Leu Gly Pro

115 120

Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly

130

135

Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly

145

150

Gly Leu Gly Pro Tyr Gly Pro Ser Ala Ala

165 170

Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln

180 185
Pro Gly Ser Gly Gly Gln Gln Arg Pro Gly
195 200
Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala
210 215
<210> 54
<211> 217
<212> PRT
<213> Artificial Sequence
<220><223>

60
Pro Gly Gly Gln Gly Pro
75 80
Ala Ala Gly Gly Tyr Gly
95

Gln Gly Pro Gly Ser Gly

110
Tyr Gly Pro Ser Ala Ala
125
Pro Gly Ala Gly Gln Gln
140
Gly Gln Gln Arg Pro Gly
155 160
Ala Ala Ala Ala Ala Ala

175

Gly Pro Gly Ser Gln Gly
190
Gly Leu Gly Pro Tyr Gly

205

Description of Artificial Sequence: Synthetic polypeptide
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<400> 54

Gly Ala Gly Ala Gly Gly Gly Tyr

1 5
Gly Ala Gly Ala Gly Ser
20
Gly Gly Ala Gly Gly Tyr
35
Ala Ala Gly Ala Gly Thr
50
Gly Ala Ser Ser Ser Ala

65 70

Ser Ser Ser Gln Ala Thr
85
Gly Ala Ala Ser Ala Ala
100
Gly Gly Gly Tyr Gly Ala
115
Gly Ala Thr Gly Arg Val
130

Gly Ile Asn Ala Leu Pro

145 150

Gly

Ser

Ala

Ala

40

Gly Gly

Ala Gly Gly Tyr

55

Gly

Gly

Ser

Tyr

Ser Phe

Ser Ser

Ala Gly Ala Gly

Gly

Ala
135

Gly

Ala
120

Asn

Val

Ser Ala Ala Ser Gly Gly Ala Ser

165

105

Ser Leu

Phe Ser

Gly Gly

170

Leu Thr Glu Val Ile Ala Leu Leu Leu His

180

185

Ile Gly Asn Val Ser Ser Gln Gly Leu Glu

195

200

GIn Gln Ala Ile Gly Ala Tyr Ala Gly

210
<210> 55
<211> 216

215

Gly Tyr Ser Ala Gly Gly

15
Gly Ala Gly Ala Gly Arg
30
Gly Thr Gly Ala Gly Ala
45
Ser Gly Gly Tyr Gly Ala
60
[le Ser Ser Ser Ser Met

75 80

Ser Ser Gly Tyr Gly Gly

Ala Ala Ala Gly Gly Tyr

Gly Ala Ala Ala Ala Ser

Gly Ala Met Ala Ser Gly

Asn Ile Phe Ser Gln Val

155 160

Ala Val Leu Val Gln Ala

Ile Leu Ser Ser Ala Ser
190
Gly Ser Met Ala Ile Ala

205
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<212> PRT
<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 55
Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr Ala Gln Gly Tyr Gly Ala

1 5 10 15
Gly Ala Gly Ala Gly Ala Gly Ala Gly Thr Gly Ala Gly Gly Ala Gly

20 25 30

Gly Tyr Gly Gln Gly Tyr Gly Ala Gly Ser Gly Ala Gly Ala Gly Gly

35 40 45

Ala Gly Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Asp
50 55 60
Ala Ser Gly Tyr Gly Gln Gly Tyr Gly Asp Gly Ala Gly Ala Gly Ala
65 70 75 80
Gly Ala Ala Ala Ala Ala Gly Ala Ala Ala Gly Ala Arg Gly Ala Gly
85 90 95
Gly Tyr Gly Gly Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala
100 105 110

Ala Gly Gly Tyr Gly Gln Gly Tyr Gly Ala Gly Ala Gly Glu Gly Ala

115 120 125
Gly Ala Gly Ala Gly Ala Gly Ala Val Ala Gly Ala Gly Ala Ala Ala
130 135 140
Ala Ala Gly Ala Gly Ala Gly Ala Gly Gly Ala Glu Gly Tyr Gly Ala
145 150 155 160
Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr Gly Gln Ser Tyr Gly Asp
165 170 175
Gly Ala Ala Ala Ala Ala Gly Ser Gly Ala Gly Ala Gly Gly Ser Gly

180 185 190

Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala Gly Ala Ala Gly
195 200 205
Gly Tyr Gly Gly Gly Ala Gly Ala

210 215
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<210> 56
<211> 216
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 56
Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro Gly Gly Tyr Gly
1 5 10 15

Pro Gly Gln Gln Gly Pro Gly Arg Tyr Gly Pro Gly Gln GIn Gly Pro

20 25 30
Ser Gly Pro Gly Ser Ala Ala Ala Ala Ala Ala Gly Ser Gly Gln Gln
35 40 45
Gly Pro Gly Gly Tyr Gly Pro Arg Gln Gln Gly Pro Gly Gly Tyr Gly
50 95 60
Gln Gly Gln Gln Gly Pro Ser Gly Pro Gly Ser Ala Ala Ala Ala Ser
65 70 75 80
Ala Ala Ala Ser Ala Glu Ser Gly Gln Gln Gly Pro Gly Gly Tyr Gly

85 90 95

Pro Gly Gln Gln Gly Pro Gly Gly Tyr Gly Pro Gly Gln GIn Gly Pro
100 105 110
Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro Ser Gly Pro Gly Ser Ala
115 120 125
Ala Ala Ala Ala Ala Ala Ala Ser Gly Pro Gly Gln Gln Gly Pro Gly
130 135 140
Gly Tyr Gly Pro Gly Gln Gln Gly Pro Gly Gly Tyr Gly Pro Gly Gln
145 150 155 160

Gln Gly Pro Ser Gly Pro Gly Ser Ala Ala Ala Ala Ala Ala Ala Ala

165 170 175
Ser Gly Pro Gly Gln Gln Gly Pro Gly Gly Tyr Gly Pro Gly GIn Gln
180 185 190
Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln Gly Leu Ser Gly Pro Gly

195 200 205
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Ser Ala Ala Ala Ala Ala Ala Ala

210 215
<210> o7
<211> 216
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 57

Gly Arg Gly Pro Gly Gly Tyr Gly Gln Gly
1 5 10

Pro Gly Ala Ala Ala Ala Ala Ala Gly Pro

20 25
Gln Gln Gly Pro Gly Ala Ala Ala Ala Ala
35 40
Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro
50 95

Ala Ala Ala Ala Ala Ala Gly Arg Gly Pro

65 70

Gln Gln Gly Pro Gly Gly Pro Gly Ala Ala

85 90
Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro

100 105
Ser Ala Gly Arg Gly Pro Gly Gly Tyr Gly
115 120

Gly Gly Ser Gly Ala Ala Ala Ala Ala Ala

130 135

Tyr Gly Pro Gly Gln Gln Gly Pro Gly Gly

145 150

Ala Ala Ala Gly Arg Gly Pro Gly Gly Tyr
165 170

Pro Gly Gln Gln Gly Pro Gly Gly Ser Gly

180 185

Gln Gln Gly Pro Gly Gly
15
Gly Gly Tyr Gly Pro Gly
30
Ala Ala Gly Ser Gly Pro
45
Gly Arg Ser Gly Ala Ala
60

Gly Gly Tyr Gly Pro Gly

75 80
Ala Ala Ala Ala Gly Pro
95
Gly Ala Ala Ala Ala Ala
110
Pro Gly Gln Gln Gly Pro
125
Gly Arg Gly Pro Gly Gly

140

Pro Gly Ala Ala Ala Ala

155 160

Gly Pro Gly Gln GIn Gly
175

Ala Ala Ala Ala Ala Ala

190
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Gly Arg Gly Pro Gly Gly Tyr Gly Pro Gly Gln Gln Gly Pro Gly Gly
195 200 205

Pro Gly Ala Ala Ala Ala Ala Ala

210 215
<210> 58
<211> 214
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 58
Gly Val Gly Ala Gly Gly Glu Gly Gly Tyr Asp Gln Gly Tyr Gly Ala
1 5 10 15
Gly Ala Gly Ala Gly Ser Gly Gly Gly Ala Gly Gly Ala Gly Gly Tyr
20 25 30

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

35 40 45
Gly Tyr Gly Gly Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly
50 95 60
Ala Gly Gly Tyr Gly Gly Gly Ala Gly Ala Gly Thr Gly Ala Arg Ala
65 70 75 80
Gly Ala Gly Gly Val Gly Gly Tyr Gly Gln Ser Tyr Gly Ala Gly Ala
85 90 95
Ser Ala Ala Ala Gly Ala Gly Val Gly Ala Gly Gly Ala Gly Ala Gly

100 105 110

Gly Ala Gly Gly Tyr Gly Gln Gly Tyr Gly Ala Gly Ala Gly Ile Gly
115 120 125
Ala Gly Asp Ala Gly Gly Tyr Gly Gly Gly Ala Gly Ala Gly Ala Ser
130 135 140
Ala Gly Ala Gly Gly Tyr Gly Gly Gly Ala Gly Ala Gly Ala Gly Gly
145 150 155 160
Val Gly Gly Tyr Gly Lys Gly Tyr Gly Ala Gly Ser Gly Ala Gly Ala

165 170 175
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Ala Ala Ala Ala Gly Ala Gly Ala Gly Ser Ala Gly Gly Tyr Gly Arg

180 185 190
Gly Asp Gly Ala Gly Ala Gly Gly Ala Ser Gly Tyr Gly Gln Gly Tyr
195 200 205

Gly Ala Gly Ala Ala Ala

210
<210> 59
<211> 212
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 59

Gly Tyr Gly Ala Gly Ala Gly Arg Gly Tyr Gly Ala Gly Ala Gly Ala

1 5 10 15

Gly Ala Gly Ala Val Ala Ala Ser Gly Ala Gly Ala Gly Ala Gly Tyr
20 25 30
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Tyr Gly Ala Gly Ala
35 40 45
Gly Arg Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala
50 55 60
Ala Ser Gly Ala Gly Ala Gly Ala Gly Tyr Gly Ala Gly Ala Gly Ala
65 70 75 80

Gly Ala Gly Tyr Gly Ala Gly Ala Gly Ser Gly Tyr Gly Thr Gly Ala

85 90 95
Gly Ala Gly Ala Gly Ala Ala Ala Ala Gly Gly Ala Gly Ala Gly Ala
100 105 110
Gly Tyr Gly Ala Gly Ala Gly Arg Gly Tyr Gly Ala Gly Ala Gly Ala
115 120 125
Gly Ala Ala Ser Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Ala Ser
130 135 140

Gly Ala Gly Ala Gly Ser Gly Tyr Gly Ala Gly Ala Ala Ala Ala Gly
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145 150 155

Gly Ala Gly Ala Gly Ala Gly Gly Gly Tyr Gly Ala Gly Ala Gly

165 170 175

Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ser Gly
180 185 190

Gly Ser Ala Ala Gly Tyr Gly Gln Gly Tyr Gly Ser Gly Ser Gly

195 200 205

210
<210> 60
<211> 198
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic

<400> 60

Gly Gln Gly Thr Asp Ser Ser Ala Ser Ser Val Ser Thr Ser Thr
1 5 10 15

Val Ser Ser Ser Ala Thr Gly Pro Asp Thr Gly Tyr Pro Val Gly

20 25 30
Tyr Gly Ala Gly GIn Ala Glu Ala Ala Ala Ser Ala Ala Ala Ala
35 40 45
Ala Ala Ser Ala Ala Glu Ala Ala Thr Ile Ala Gly Leu Gly Tyr
50 55 60

Arg Gln Gly Gln Gly Thr Asp Ser Ser Ala Ser Ser Val Ser Thr

65 70 75
Thr Ser Val Ser Ser Ser Ala Thr Gly Pro Asp Met Gly Tyr Pro
85 90 95
Gly Asn Tyr Gly Ala Gly Gln Ala Glu Ala Ala Ala Ser Ala Ala
100 105 110
Ala Ala Ala Ala Ser Ala Ala Glu Ala Ala Thr Ile Ala Ser Leu
115 120 125

Tyr Gly Arg GIn Gly Gln Gly Thr Asp Ser Ser Ala Ser Ser Val
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130

Thr Ser
145

Pro Val

Ala Ala

Leu Gly

<210>
<211>
<212>

<213>
<220

><223>

<400>

Gly Gln
1

Ala Ser

Tyr Gly

Ala Ala

50
Arg Gln
65

Thr Ser

Arg Asp

Ala Ala

135 140

Thr Ser Val Ser Ser Ser Ala Thr Gly Pro Gly Ser Arg Tyr
150 155 160
Arg Asp Tyr Gly Ala Asp Gln Ala Glu Ala Ala Ala Ser Ala
165 170 175
Ala Ala Ala Ala Ala Ala Ser Ala Ala Glu Glu Ile Ala Ser
180 185 190

Tyr Gly Arg Gln

195

61

198

PRT

Artificial Sequence

Description of Artificial Sequence: Synthetic polypeptide

61
Gly Thr Asp Ser Val Ala Ser Ser Ala Ser Ser Ser Ala Ser

5 10 15
Ser Ser Ala Thr Gly Pro Asp Thr Gly Tyr Pro Val Gly Tyr
20 25 30

Ala Gly Gln Ala Glu Ala Ala Ala Ser Ala Ala Ala Ala Ala

35 40 45

Ser Ala Ala Glu Ala Ala Thr Ile Ala Gly Leu Gly Tyr Gly

55 60
Gly Gln Gly Thr Asp Ser Ser Ala Ser Ser Val Ser Thr Ser
70 75 80
Val Ser Ser Ser Ala Thr Gly Pro Gly Ser Arg Tyr Pro Val
85 90 95
Tyr Gly Ala Asp GIn Ala Glu Ala Ala Ala Ser Ala Thr Ala
100 105 110
Ala Ala Ala Ala Ser Ala Ala Glu Glu Ile Ala Ser Leu Gly

115 120 125
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Tyr Gly Arg Gln Gly Gln Gly Thr Asp Ser Val Ala Ser Ser Ala Ser
130 135 140
Ser Ser Ala Ser Ala Ser Ser Ser Ala Thr Gly Pro Asp Thr Gly Tyr
145 150 155 160
Pro Val Gly Tyr Tyr Gly Ala Gly Gln Ala Glu Ala Ala Ala Ser Ala
165 170 175
Ala Ala Ala Ala Ala Ala Ser Ala Ala Glu Ala Ala Thr Ile Ala Gly
180 185 190

Leu Gly Tyr Gly Arg Gln

195
<210> 62
<211> 195
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 62
Gly Gln Gly Gly GIn Gly Gly Tyr Gly Gly Leu Gly GIn Gly Gly Tyr

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

20 25 30

Ala Ala Ala Ala Gly Gly Gln Gly Gly Gln Gly Gln Gly Arg Tyr Gly

35 40 45

Gln Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
50 55 60
Ala Ala Ala Ala Gly Arg Gly Gln Gly Gly Tyr Gly Gln Gly Ser Gly
65 70 75 80
Gly Asn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ser Gly
85 90 95
Gln Gly Ser Gln Gly Gly Gln Gly Gly Gln Gly Gln Gly Gly Tyr Gly
100 105 110

Gln Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

115 120 125
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Ala Ala Ala Ser Gly Arg Gly Gln Gly Gly Tyr Gly Gln Gly Ala Gly
130 135 140
Gly Asn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
145 150 155 160
Gly Gln Gly Gly GIn Gly Gly Tyr Gly Gly Leu Gly GIn Gly Gly Tyr
165 170 175

Gly Gln Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala

180 185 190
Ala Ala Ala
195
<210> 63
<211> 193
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 63
Gly Gly Leu Gly Gly Gln Gly Gly Leu Gly Gly Leu Gly Ser Gln Gly

1 5 10 15
Ala Gly Leu Gly Gly Tyr Gly Gln Gly Gly Ala Gly Gln Gly Gly Ala

20 25 30

Ala Ala Ala Ala Ala Ala Ala Gly Gly Leu Gly Gly Gln Gly Gly Arg

35 40 45

Gly Gly Leu Gly Ser Gln Gly Ala Gly Gln Gly Gly Tyr Gly Gln Gly
50 55 60
Gly Ala Gly Gln Gly Gly Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly
65 70 75 80
Leu Gly Gly Gln Gly Gly Leu Gly Ala Leu Gly Ser Gln Gly Ala Gly
85 90 95
Gln Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gln Gly Gly Ala Ala Ala
100 105 110

Ala Ala Ala Gly Gly Leu Gly Gly Gln Gly Gly Leu Gly Gly Leu Gly

115 120 125
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Ser Gln Gly Ala Gly Gln Gly Gly Tyr Gly Gln Gly Gly Ala Gly Gln
130 135 140
Gly Gly Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Leu Gly Gly Gln
145 150 155 160
Gly Gly Leu Gly Gly Leu Gly Ser Gln Gly Ala Gly Pro Gly Gly Tyr
165 170 175

Gly GIn Gly Gly Ala Gly GIn Gly Gly Ala Ala Ala Ala Ala Ala Ala

180 185 190
Ala
<210> 64
<211> 192
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 64
Gly Gly Gln Gly Arg Gly Gly Phe Gly Gln Gly Ala Gly Gly Asn Ala

1 5 10 15
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gln Gln Val

20 25 30

Gly Gln Phe Gly Phe Gly Gly Arg Gly Gln Gly Gly Phe Gly Pro Phe

35 40 45

Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ser Ala Ala Ala Gly
50 55 60
Gln Gly Gly Gln Gly Gln Gly Gly Phe Gly Gln Gly Ala Gly Gly Asn
65 70 75 80
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Arg Gln Gly Gly
85 90 95
Gln Gly Gln Gly Gly Phe Ser Gln Gly Ala Gly Gly Asn Ala Ala Ala
100 105 110

Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gln Gln Gly Gly

115 120 125
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Gln Gly Gly Phe Gly Gly Arg Gly Gln Gly Gly Phe Gly Pro Gly Ala
130 135 140
Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Thr Ala Ala Ala Gly Gln
145 150 155 160
Gly Gly Gln Gly Arg Gly Gly Phe Gly Gln Gly Ala Gly Ser Asn Ala
165 170 175

Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gln

180 185 190
<210> 65
<211> 190
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 65
Gly Gly Gln Gly Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly

1 5 10 15
Ala Gly Gln Gly Gly Tyr Gly Ala Gly Gln Gly Ala Ala Ala Ala Ala

20 25 30

Ala Ala Ala Gly Gly Ala Gly Gly Ala Gly Arg Gly Gly Leu Gly Ala

35 40 45

Gly Gly Ala Gly Gln Gly Tyr Gly Ala Gly Leu Gly Gly Gln Gly Gly
50 55 60
Ala Gly Gln Ala Ala Ala Ala Ala Ala Ala Gly Gly Ala Gly Gly Ala
65 70 75 80
Arg Gln Gly Gly Leu Gly Ala Gly Gly Ala Gly Gln Gly Tyr Gly Ala
85 90 95
Gly Leu Gly Gly Gln Gly Gly Ala Gly Gln Gly Gly Ala Ala Ala Ala
100 105 110

Ala Ala Ala Ala Gly Gly Gln Gly Gly Gln Gly Gly Tyr Gly Gly Leu

115 120 125
Gly Ser GIn Gly Ala Gly GIn Gly Gly Tyr Gly Ala Gly GIn Gly Gly

130 135 140
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Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Gln Gly Gly Gln Gly Gly

145 150 155 160

Tyr Gly Gly Leu Gly Ser Gln Gly Ala Gly Gln Gly Gly Tyr Gly Gly
165 170 175

Arg Gln Gly Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala Ala

180 185 190
<210> 66
<211> 188
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 66
Gly Gly Ala Gly Gln Arg Gly Tyr Gly Gly Leu Gly Asn GIn Gly Ala

1 5 10 15
Gly Arg Gly Gly Leu Gly Gly Gln Gly Ala Gly Ala Ala Ala Ala Ala

20 25 30

Ala Ala Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Asn Gln

35 40 45

Gly Ala Gly Arg Gly Gly Gln Gly Ala Ala Ala Ala Ala Gly Gly Ala
50 55 60
Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly Ala Gly Arg Gly
65 70 75 80
Gly Gln Gly Ala Gly Ala Ala Ala Ala Ala Ala Val Gly Ala Gly Gln
85 90 95
Glu Gly Ile Arg Gly Gln Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu
100 105 110

Gly Ser Gln Gly Ser Gly Arg Gly Gly Leu Gly Gly Gln Gly Ala Gly

115 120 125
Ala Ala Ala Ala Ala Ala Gly Gly Ala Gly Gln Gly Gly Leu Gly Gly
130 135 140
Gln Gly Ala Gly Gln Gly Ala Gly Ala Ala Ala Ala Ala Ala Gly Gly

145 150 155 160
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Val Arg Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly Ala Gly Arg
165 170 175

Gly Gly Gln Gly Ala Gly Ala Ala Ala Ala Ala Ala

180 185
<210> 67
211> 186
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 67
Gly Gly Ala Gly Gln Gly Gly Leu Gly Gly Gln Gly Ala Gly Gln Gly
1 5 10 15
Ala Gly Ala Ser Ala Ala Ala Ala Gly Gly Ala Gly GIn Gly Gly Tyr
20 25 30
Gly Gly Leu Gly Ser Gln Gly Ala Gly Arg Gly Gly Glu Gly Ala Gly

35 40 45

Ala Ala Ala Ala Ala Ala Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly
50 95 60
Leu Gly Gly Gln Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser
65 70 75 80
Gln Gly Ala Gly Arg Gly Gly Leu Gly Gly Gln Gly Ala Gly Ala Ala
85 90 95
Ala Ala Gly Gly Ala Gly Gln Gly Gly Leu Gly Gly Gln Gly Ala Gly
100 105 110

Gln Gly Ala Gly Ala Ala Ala Ala Ala Ala Gly Gly Ala Gly Gln Gly

115 120 125
Gly Tyr Gly Gly Leu Gly Ser Gln Gly Ala Gly Arg Gly Gly Leu Gly
130 135 140
Gly Gln Gly Ala Gly Ala Val Ala Ala Ala Ala Ala Gly Gly Ala Gly
145 150 155 160
Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly Ala Gly Arg Gly Gly

165 170 175
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Gln Gly Ala Gly Ala Ala Ala Ala Ala Ala

180 185
<210> 68
<211> 182
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 68
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala Gly Ala Ala Gly
1 5 10 15
Gly Tyr Gly Gly Gly Ala Gly Ala Gly Val Gly Ala Gly Gly Ala Gly
20 25 30
Gly Tyr Asp Gln Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala

35 40 45

Gly Ala Gly Gly Ala Gly Gly Tyr Gly Gly Gly Ala Gly Ala Gly Ala
50 95 60
Asp Ala Gly Ala Gly Gly Ala Gly Gly Tyr Gly Gly Gly Ala Gly Ala
65 70 75 80
Gly Ala Gly Ala Arg Ala Gly Ala Gly Gly Val Gly Gly Tyr Gly Gln
85 90 95
Ser Tyr Gly Ala Gly Ala Gly Ala Gly Ala Gly Val Gly Ala Gly Gly
100 105 110

Ala Gly Ala Gly Gly Ala Asp Gly Tyr Gly Gln Gly Tyr Gly Ala Gly

115 120 125

Ala Gly Thr Gly Ala Gly Asp Ala Gly Gly Tyr Gly Gly Gly Ala Gly
130 135 140
Ala Gly Ala Ser Ala Gly Ala Gly Gly Tyr Gly Gly Gly Ala Gly Ala
145 150 155 160
Gly Gly Val Gly Val Tyr Gly Lys Gly Tyr Gly Ser Gly Ser Gly Ala
165 170 175
Gly Ala Ala Ala Ala Ala

180
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<210> 69
<211> 182
<212

>  PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 69
Gly Gly Ala Gly Gly Tyr Gly Val Gly Gln Gly Tyr Gly Ala Gly Ala
1 5 10 15
Gly Ala Gly Ala Ala Ala Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr
20 25 30
Gly Ala Gly Gln Gly Tyr Gly Ala Gly Ala Gly Val Gly Ala Ala Ala
35 40 45

Ala Ala Gly Ala Gly Ala Gly Val Gly Gly Ala Gly Gly Tyr Gly Arg

50 95 60
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Gly Ala
65 70 75 80
Gly Ala Gly Ala Ala Ala Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr
85 90 95
Gly Ala Gly Gln Gly Tyr Gly Ala Gly Ala Gly Val Gly Ala Ala Ala
100 105 110
Ala Ala Gly Ala Gly Ala Gly Val Gly Gly Ala Gly Gly Tyr Gly Arg

115 120 125

Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr
130 135 140
Gly Arg Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly
145 150 155 160
Ala Gly Gly Tyr Gly Ala Gly Gln Gly Tyr Gly Ala Gly Ala Gly Ala
165 170 175
Gly Ala Ala Ala Ala Ala
180
<210> 70

<211> 182
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<212> PRT
<213> Artificial Sequence
<220><223>
Description of Artificial Sequence: Synthetic polypeptide
<400> 70
Gly Glu Ala Phe Ser Ala Ser Ser Ala Ser Ser Ala Val Val Phe Glu
1 5 10 15
Ser Ala Gly Pro Gly Glu Glu Ala Gly Ser Ser Gly Asp Gly Ala Ser
20 25 30
Ala Ala Ala Ser Ala Ala Ala Ala Ala Gly Ala Gly Ser Gly Arg Arg
35 40 45

Gly Pro Gly Gly Ala Arg Ser Arg Gly Gly Ala Gly Ala Gly Ala Gly

50 55 60
Ala Gly Ser Gly Val Gly Gly Tyr Gly Ser Gly Ser Gly Ala Gly Ala
65 70 75 80
Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Glu Gly Gly Phe Gly Glu
85 90 95
Gly Gln Gly Tyr Gly Ala Gly Ala Gly Ala Gly Phe Gly Ser Gly Ala
100 105 110
Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala Gly Ala Gly Glu Gly Val

115 120 125

Gly Ser Gly Ala Gly Ala Gly Ala Gly Ala Gly Phe Gly Val Gly Ala
130 135 140
Gly Ala Gly Ala Gly Ala Gly Ala Gly Phe Gly Ser Gly Ala Gly Ala
145 150 155 160
Gly Ser Gly Ala Gly Ala Gly Tyr Gly Ala Gly Arg Ala Gly Gly Arg
165 170 175

Gly Arg Gly Gly Arg Gly

180
<210> 71
<211> 182
<212> PRT

<213> Artificial Sequence
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<220><223>
Description of Artificial Sequence: Synthetic polypeptide

<400> 71

Gly Glu Ala Phe Ser Ala Ser Ser Ala Ser Ser Ala Val Val Phe Glu

1 5 10 15
Ser Ala Gly Pro Gly Glu Glu Ala Gly Ser Ser Gly Gly Gly Ala Ser
20 25 30
Ala Ala Ala Ser Ala Ala Ala Ala Ala Gly Ala Gly Ser Gly Arg Arg
35 40 45

Gly Pro Gly Gly Ala Arg Ser Arg Gly Gly Ala Gly Ala Gly Ala Gly

50 55 60
Ala Gly Ser Gly Val Gly Gly Tyr Gly Ser Gly Ser Gly Ala Gly Ala
65 70 75 80
Gly Ala Gly Ala Gly Ala Gly Ala Gly Gly Glu Gly Gly Phe Gly Glu
85 90 95
Gly Gln Gly Tyr Gly Ala Gly Ala Gly Ala Gly Phe Gly Ser Gly Ala
100 105 110
Gly Ala Gly Ala Gly Ala Gly Ser Gly Ala Gly Ala Gly Glu Gly Val

115 120 125

Gly Ser Gly Ala Gly Ala Gly Ala Gly Ala Gly Phe Gly Val Gly Ala
130 135 140
Gly Ala Gly Ala Gly Ala Gly Ala Gly Phe Gly Ser Gly Ala Gly Ala
145 150 155 160
Gly Ser Gly Ala Gly Ala Gly Tyr Gly Ala Gly Arg Ala Gly Gly Arg
165 170 175

Gly Arg Gly Gly Arg Gly

180
<210> 72
<211> 182
<212> PRT

<213> Artificial Sequence
<220><223>

Description of Artificial Sequence: Synthetic polypeptide
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<400> 72
Gly Asn Gly Leu Gly Gln Ala Leu Leu Ala Asn Gly Val Leu Asn Ser
1 5 10 15
Gly Asn Tyr Leu Gln Leu Ala Asn Ser Leu Ala Tyr Ser Phe Gly Ser
20 25 30
Ser Leu Ser Gln Tyr Ser Ser Ser Ala Ala Gly Ala Ser Ala Ala Gly
35 40 45

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

50 55 60
Gly Ser Ser Gly Ser Ala Ser Ser Ser Thr Thr Thr Thr Thr Thr Thr
65 70 75 80
Ser Thr Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ser
85 90 95
Ala Ala Ala Ser Thr Ser Ala Ser Ala Ser Ala Ser Ala Ser Ala Ser
100 105 110
Ala Ser Ala Phe Ser Gln Thr Phe Val Gln Thr Val Leu Gln Ser Ala

115 120 125

Ala Phe Gly Ser Tyr Phe Gly Gly Asn Leu Ser Leu Gln Ser Ala Gln
130 135 140
Ala Ala Ala Ser Ala Ala Ala Gln Ala Ala Ala Gln Gln Ile Gly Leu
145 150 155 160
Gly Ser Tyr Gly Tyr Ala Leu Ala Asn Ala Val Ala Ser Ala Phe Ala
165 170 175

Ser Ala Gly Ala Asn Ala

180
<210> 73
<211> 182
<212> PRT

<213> Artificial Sequence
<220><223>

Description of Artificial Sequence: Synthetic polypeptide
<400> 73

Gly Asn Gly Leu Gly Gln Ala Leu Leu Ala Asn Gly Val Leu Asn Ser

-111 -



Gly Asn

Ser Leu

Ala Ala

50
Gly Ser
65

Ser Thr

Ala Ala

Ala Ser

Ala Phe

130
Ala Ala
145

Gly Ser

Ser Ala

<210>
<211>
<212>

<213>

5
Tyr Leu Gln Leu Ala
20
Ser Gln Tyr Ser Ser
35

Ser Gly Ala Ala Gly

55

Ser Gly Ser Ala Ser

Ser Ala Ala Ala Ala
85
Ala Ser Thr Ser Ala
100
Ala Phe Ser Gln Thr

115

Gly Ser Tyr Phe Gly
135

Ala Ser Ala Ala Ala

Tyr Gly Tyr Ala Leu
165
Gly Ala Asn Ala
180
74
182
PRT

Artificial Sequence

<220><223>

10
Asn Ser Leu
25

Ser Ala Ala

Ser Ser Thr

Ser Ala Ser
105
Phe Val Gln

120

Gly Asn Leu

Gln Ala Ala

Ala Asn Ala

170

Ala Tyr

Gly Ala

Gly Ala

60

Thr Thr

Ala Ser

Thr Val

Ser Leu

140
Ala Gln
155

Val Ala

Ser

Ser

45

Ala

Thr

Ala

Ala

Leu

125

Gln

Gln

Ser

15
Phe Gly Ser

30

Ser Ser Gly

Thr Thr Thr
80
Ala Ala Ser
95
Ser Ala Ser
110

Gln Ser Ala

Ser Ala Gln

Ile Gly Leu
160
Ala Phe Ala

175

Description of Artificial Sequence: Synthetic polypeptide

<400>

74

Gly Asn Gly Leu Gly Gln Ala Leu Leu Ala Asn Gly Val Leu Asn Ser

1

5

10

15

Gly Asn Tyr Leu GIn Leu Ala Asn Ser Leu Ala Tyr Ser Phe Gly Ser
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20
Ser Leu Ser Gln Tyr
35

Ala Ala Ser Gly Ala

50
Gly Ser Ser Gly Ser
65

Ser Thr Ser Ala Ala

85
Ala Ala Ala Ser Thr

100

Ala Ser Ala Phe Ser

115

Ala Phe Gly Ser Tyr
130

Ala Ala Ala Ser Ala

145

Gly Ser Tyr Gly Tyr

165
Ser Ala Gly Ala Asn
180
<210> 75
<211> 180
<212> PRT

<213> Artificial

<220><223>

25
Ser Ser Ser Ala Ala Gly Ala Ser
40 45

Ala Gly Ala Gly Ala Gly Ala Ala

55 60
Ala Ser Ser Ser Thr Thr Thr Thr

70 75

Ser Ala Ser Ala Ser Ala Ser Ala
105
Gln Thr Phe Val Gln Thr Val Leu

120 125

Phe Gly Gly Asn Leu Ser Leu Gln
135 140

Ala Ala GIn Ala Ala Ala GIn Gln

150 155

Ala Leu Ala Asn Ala Val Ala Ser
170

Ala

Sequence

30

Ala Ala Gly

Ser Ser Gly

Thr Thr Thr
80

Ala Ala Ser

Ser Ala Ser
110

Gln Ser Ala

Ser Ala Gln

Ile Gly Leu
160
Ala Phe Ala

175

Description of Artificial Sequence: Synthetic polypeptide

<400> 75

Gly Ala Ser Gly Ala Gly Gln Gly Gln Gly Tyr Gly Gln Gln Gly Gln

1 5

10

15

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

20

25

30

Ala Ala Ala Gln Gly Gln Gly Gln Gly Tyr Gly Gln Gln Gly Gln Gly
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35 40 45

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

50 55 60
Gly Gln Gly Gln Gly Tyr Gly Gln Gln Gly Gln Gly Ser Ala Ala Ala
65 70 75 80
Ala Ala Ala Ala Ala Ala Ala Gly Ala Ser Gly Ala Gly GIn Gly Gln
85 90 95
Gly Tyr Gly Gln Gln Gly Gln Gly Gly Ser Ser Ala Ala Ala Ala Ala
100 105 110
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gln Gly Gln Gly Tyr

115 120 125

Gly Gln Gln Gly Gln Gly Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala
130 135 140
Gly Ala Ser Gly Ala Gly Gln Gly Gln Gly Tyr Gly Gln GIn Gly Gln
145 150 155 160
Gly Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
165 170 175

Ala Ala Ala Ala

180
<210> 76
<211> 179
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 76
Gly Arg Gly Gln Gly Gly Tyr Gly Gln Gly Ser Gly Gly Asn Ala Ala
1 5 10 15
Ala Ala Ala Ala Ala Gly Gln Gly Gly Phe Gly Gly Gln Glu Gly Asn
20 25 30
Gly Gln Gly Ala Gly Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
35 40 45

Ala Ala Gly Gly Ser Gly Gln Gly Arg Tyr Gly Gly Arg Gly Gln Gly
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50

55

60

Gly Tyr Gly Gln Gly Ala Gly Ala Ala Ala Ser Ala Ala Ala Ala Ala

65

Ala Ala Ala

Gly GIn Gly

Ala Ala Gly

115

70

75

80

Ala Ala Gly Gln Gly Gly Phe Gly Gly Gln Glu Gly Asn

85 90

95

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

100 105
Gly Ser Gly Gln Gly Gly Tyr

120

110

Gly Gly Arg Gly GIn Gly

125

Gly Tyr Gly Gln Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala

130

Gly Gly Asn

Ala Ala Ala

<210> 77

<211> 178

135

140

Ala Ala Gly Gln Gly Gly Gln Gly Gly Phe Gly Ser Gln

155

160

Gly Gln Gly Ala Gly Ser Ala Ala Ala Ala Ala Ala Ala

165 170

<212> PRT

<213> Artificial Sequence

<220><223>

<400> 77

Description of Artificial

Sequence: Synthetic polypeptide

175

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

1

Asn Ala Phe

Gln Leu Asp

35

Asp Lys Met
50

Leu Asn Met

5 10
Met Asn Glu Ala Gly Arg Thr

20 25

15

Gly Ala Phe Thr Ala Asp

30

Asp Met Ser Thr Ile Gly Asp Thr Ile Lys Thr Ala Met

40
Ala Arg Ser Asn Lys Ser Ser

55

45

Lys Gly Lys Leu Gln Ala

60

Ala Phe Ala Ser Ser Met Ala Glu Ile Ala Ala Val Glu
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65 70 75 80

Gln Gly Gly Leu Ser Val Asp Ala Lys Thr Asn Ala Ile Ala Asp Ser
85 90 95
Leu Asn Ser Ala Phe Tyr Gln Thr Thr Gly Ala Ala Asn Pro Gln Phe
100 105 110
Val Asn Glu Ile Arg Ser Leu Ile Asn Met Phe Ala Gln Ser Ser Ala
115 120 125
Asn Glu Val Ser Tyr Gly Gly Gly Tyr Gly Gly Gln Ser Ala Gly Ala
130 135 140

Ala Ala Ser Ala Ala Ala Ala Gly Gly Gly Gly Gln Gly Gly Tyr Gly

145 150 155 160

Asn Leu Gly Gly GIn Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala Ser

165 170 175
Ala Ala
<210> 78
<211> 178
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 78
Gly Gln Asn Thr Pro Trp Ser Ser Thr Glu Leu Ala Asp Ala Phe Ile
1 5 10 15

Asn Ala Phe Leu Asn Glu Ala Gly Arg Thr Gly Ala Phe Thr Ala Asp

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

GIn Gly Gly Leu Ser Val Ala Glu Lys Thr Asn Ala Ile Ala Asp Ser
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85 90 95

Leu Asn Ser Ala Phe Tyr Gln Thr Thr Gly Ala Val Asn Val Gln Phe
100 105 110
Val Asn Glu Ile Arg Ser Leu Ile Ser Met Phe Ala Gln Ala Ser Ala
115 120 125
Asn Glu Val Ser Tyr Gly Gly Gly Tyr Gly Gly Gly Gln Gly Gly Gln
130 135 140
Ser Ala Gly Ala Ala Ala Ala Ala Ala Ser Ala Gly Ala Gly Gln Gly
145 150 155 160

Gly Tyr Gly Gly Leu Gly Gly Gln Gly Ala Gly Ser Ala Ala Ala Ala

165 170 175
Ala Ala
<210> 79
<211> 177
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 79
Gly Gly Gln Gly Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly
1 5 10 15
Ala Gly Gln Gly Gly Tyr Gly Gln Gly Gly Ala Ala Ala Ala Ala Ala
20 25 30

Ser Ala Gly Gly Gln Gly Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser

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

Leu Val Ser Ser Gly Gly Pro Thr Asn Ser Ala Ala Leu Ser Asn Thr
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105 110

Ile Ser Asn Val Val Ser Gln Ile Ser Ser Ser Asn Pro Gly Leu Ser

115

120 125

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

130

135 140

Val His Ile Leu Gly Ser Ala Asn Ile Gly Gln Val Asn Ser Ser Gly

145

150 155

160

Val Gly Arg Ser Ala Ser Ile Val Gly Gln Ser Ile Asn GIn Ala Phe

Ser
<210>
80
<211> 177
<212> PRT

165 170 175

<213> Artificial Sequence

<220><223>

<400> 80

Description of Artificial Sequence: Synthetic polypeptide

Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Gly GIn Gly Ala

1

5 10 15

Gly Ala Ala Ala Ala Ala Ala Gly Gly Ala Gly Gln Gly Gly Tyr Gly

25 30

Gly Gln Gly Ala Gly Gln Gly Ala Ala Ala Ala Ala Ala Ser Gly Ala

35

40 45

Gly Gln Gly Gly Tyr Glu Gly Pro Gly Ala Gly Gln Gly Ala Gly Ala

50

55 60

Ala Ala Ala Ala Ala Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu

65

70 75

80

Gly Gly Gln Gly Ala Gly Gln Gly Ala Gly Ala Ala Ala Ala Ala Ala

85 90 95

Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Gly GIn Gly Ala

105 110
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Gly GIn Gly Ala Gly Ala Ala Ala Ala Ala Ala Gly Gly Ala Gly Gln

115 120 125
Gly Gly Tyr Gly Gly GIn Gly Ala Gly GIn Gly Ala Ala Ala Ala Ala
130 135 140
Ala Gly Gly Ala Gly GIn Gly Gly Tyr Gly Gly Leu Gly Ser Gly Gln
145 150 155 160

Gly Gly Tyr Gly Arg Gln Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala

165 170 175
Ala
<210> 81
<211> 175
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 81
Gly Ala Ser Ser Ala Ala Ala Ala Ala Ala Ala Thr Ala Thr Ser Gly
1 5 10 15
Gly Ala Pro Gly Gly Tyr Gly Gly Tyr Gly Pro Gly Ile Gly Gly Ala
20 25 30
Phe Val Pro Ala Ser Thr Thr Gly Thr Gly Ser Gly Ser Gly Ser Gly
35 40 45

Ala Gly Ala Ala Gly Ser Gly Gly Leu Gly Gly Leu Gly Ser Ser Gly

50 55 60
Gly Ser Gly Gly Leu Gly Gly Gly Asn Gly Gly Ser Gly Ala Ser Ala
65 70 75 80
Ala Ala Ser Ala Ala Ala Ala Ser Ser Ser Pro Gly Ser Gly Gly Tyr
85 90 95
Gly Pro Gly Gln Gly Val Gly Ser Gly Ser Gly Ser Gly Ala Ala Gly
100 105 110

Gly Ser Gly Thr Gly Ser Gly Ala Gly Gly Pro Gly Ser Gly Gly Tyr
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115 120

125

Gly Gly Pro Gln Phe Phe Ala Ser Ala Tyr Gly Gly Gln Gly Leu Leu

130 135 140

Gly Thr Ser Gly Tyr Gly Asn Gly Gln Gly Gly Ala Ser Gly Thr Gly

145 150 155

Ser Gly Gly Val Gly Gly Ser Gly Ser Gly Ala Gly

165 170
<210> 82
<211> 174
<212> PRT

<213> Artificial Sequence

Ser Asn Ser

175

<220><223> Description of Artificial Sequence: Synthetic

<400> 82
Gly Gln Pro Ile Trp Thr Asn Pro Asn Ala Ala Met
1 5 10
Asn Leu Val Gln Cys Ala Ser Arg Ser Gly Val Leu
20 25
Met Asp Asp Met Gly Met Met Ala Asp Ser Val Asn

35 40

Thr Met Thr

15

Thr Ala Asp
30

Ser Gln Met

45

160

polypeptide

Asn

Gln

Lys Met Gly Pro Asn Pro Pro Gln His Arg Leu Arg Ala Met Asn Thr

50 55 60

Ala Met Ala Ala Glu Val Ala Glu Val Val Ala Thr

65 70 75
Ser Tyr Ser Ala Val Leu Asn Thr Ile Gly Ala Cys
85 90
Met Met Gln Ala Thr Gly Ser Val Asp Asn Ala Phe
100 105
Met Gln Leu Val Lys Met Leu Ser Ala Asp Ser Ala
115 120
Thr Ala Ser Ala Ser Gly Ala Ser Tyr Ala Thr Ser

130 135 140

Ser Pro Pro

Leu Arg Glu
95
Thr Asn Glu
110
Asn Glu Val
125

Thr Ser Ser
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Gln

80

Ser

Val

Ser

Ala
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Val Ser Ser Ser Gln Ala Thr Gly Tyr Ser Thr Ala Ala Gly Tyr Gly

145

150

155

Asn Ala Ala Gly Ala Gly Ala Gly Ala Ala Ala Ala Val Ser

<210>
<211>
<212>

<213>

165 170
83
174
PRT

Artificial Sequence

<220><223> Description of Artificial

<400>
Gly Gln
1

Asn Leu

Met Asp

Lys Met

50

Ala Val
65

Ser Tyr

Met Met

Met Gln

Ala Ser

130

Ala Val

145

Gly Thr

83
Lys Ile Trp Thr Asn Pro Asp Ala

5 10

Val Gln Cys Ala Gly Arg Ser Gly
20 25
Asp Leu Gly Met Val Ser Asp Ser
35 40
Gly Ala Asn Ala Pro Pro His Lys
95
Ala Ala Gly Val Ala Glu Val Val
70

Ser Ala Val Leu Asn Thr Ile Gly

85 90

GIn Val Thr Gly Ser Val Asp Asn
100 105
Met Val Asn Met Phe Ala Ala Asp
115 120
Ala Ser Gly Ser Gly Ala Ser Tyr
135

Ser Thr Ser Gln Ala Thr Gly Tyr

150

Ala Ala Gly Ala Gly Ala Gly Ala

165 170

Sequence: Synthetic polypeptide

160

Ala Met Ala Met Thr Asn

Ala Leu

Val Asn

Ile Lys

60

Ala Ser
75

Gly Cys

Thr Phe

Asn Ala

Ala Thr

140

Ser Thr

155

Ala Ala

15

Thr Ala Asp Gln

30

Ser GIn Val Arg

45

Ala Met Ser Thr

Ser Pro Pro Gln

80

Leu Arg Glu Ser

95

Thr Thr Glu Met

110

Asn Glu Val Ser

125

Gly Thr Ser Ser

Ala Gly Gly Tyr

Ala Ala
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<210> 84
<211> 174
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 84
Gly Ser Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ala Gly Ser Gly Tyr
1 5 10 15
Gly Ala Gly Ala Gly Ala Gly Ser Gly Tyr Gly Ala Gly Ala Gly Ala

20 25 30

Gly Ala Gly Ser Gly Tyr Val Ala Gly Ala Gly Ala Gly Ala Gly Ala
35 40 45
Gly Ser Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ala Gly Ser Ser Tyr
50 95 60
Ser Ala Gly Ala Gly Ala Gly Ala Gly Ser Gly Tyr Gly Ala Gly Ser
65 70 75 80
Ser Ala Ser Ala Gly Ser Ala Val Ser Thr Gln Thr Val Ser Ser Ser
85 90 95

Ala Thr Thr Ser Ser Gln Ser Ala Ala Ala Ala Thr Gly Ala Ala Tyr

100 105 110

Gly Thr Arg Ala Ser Thr Gly Ser Gly Ala Ser Ala Gly Ala Ala Ala
115 120 125
Ser Gly Ala Gly Ala Gly Tyr Gly Gly Gln Ala Gly Tyr Gly Gln Gly
130 135 140

Gly Gly Ala Ala Ala Tyr Arg Ala Gly Ala Gly Ser GIn Ala Ala Tyr
145 150 155 160
Gly Gln Gly Ala Ser Gly Ser Ser Gly Ala Ala Ala Ala Ala

165 170

<210> 85
<211> 171
<212> PRT

<213> Artificial Sequence
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<220><223> Description of Artificial
<400> 85
Gly Gly Gln Gly Gly Arg Gly Gly Phe Gly
1 5 10
Ala Gly Gly Ala Gly Gln Gly Gly Ser Gly
20 25
Ala Ala Gly Gly Asp Gly Gly Ser Gly Leu

35 40

Arg Gly Tyr Gly Ala Gly Leu Gly Gly Ala
50 55
Ser Ala Ala Ala Ser Ala Ala Ala Ser Arg
65 70

Ala Ser Arg Val Ser Ser Ala Val Thr Ser

85 90
Pro Thr Asn Pro Ala Ala Leu Ser Asn Thr

100 105

Gln Ile Ser Val Ser Ser Pro Gly Leu Ser

115 120
Gln Ala Leu Leu Glu Leu Val Ser Ala Leu
130 135

Ala Ile Ile Gly GIn Val Asn Ser Ser Ala

145 150

Leu Val Gly Gln Ser Val Tyr Gln Ala Phe
165 170

<210> 36

<211> 169

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial

<400> 86
Gly Val Gly GIn Ala Ala Thr Pro Trp Glu

1 5 10

S50l 10-2618002

Sequence: Synthetic polypeptide

Gly Leu Ser Ser Gln Gly
15
Ala Ala Ala Ala Ala Ala
30
Gly Asp Tyr Gly Ala Gly

45

Gly Gly Ala Gly Val Ala
60
Leu Ser Ser Pro Ser Ala
75 80
Leu Ile Ser Gly Gly Gly
95
Phe Ser Asn Val Val Tyr
110

Gly Cys Asp Val Leu Ile

125
Val His Ile Leu Gly Ser
140
Ala Gly Glu Ser Ala Ser
155 160

Ser

Sequence: Synthetic polypeptide

Asn Ser Gln Leu Ala Glu

15
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Asp Phe Ile Asn Ser
20
Ser Pro Asn Gln Leu
35
Thr Ala Ile Glu Lys
50

Leu Gln Ala Leu Asn

65

Val Ala Glu Gln Gly

85
Ala Asn Ala Leu Ala

100
GIn Gln Phe Val Ser
115

Ala Ser Ser Asn Glu

130

Ser Gly Gly Gly Gly
145

Ser Ala Ser Ala Ser

165
<210> 87
<211> 169
<212> PRT

<213> Artificial
<220><223>

<400> 87

Phe Leu Arg Phe
25
Asp Asp Met Ser
40
Met Ala Gln Ser
55

Met Ala Phe Ala

70

Gly Leu Ser Leu

Ser Ala Phe Leu

105

Glu Ile Lys Ser
120

Ile Ser Gly Ser

135

Gly Ser Gly Gln
150

Ala Ala Ala Ala

Sequence

Ile Ala Gln

Ser Ile Gly

Arg Lys Ser
60

Ser Ser Met

75
Glu Ala Lys
90

Glu Thr Thr

Leu Ile Tyr

Ala Ala Ala

140

Gly Gly Tyr

155

Ser Gly Ala Phe
30

Asp Thr Leu Lys

45

Ser Lys Ser Lys

Ala Glu Ile Ala

80
Thr Asn Ala Ile
95
Gly Phe Val Asn
110
Met Ile Ala Gln
125

Ala Gly Gly Gly

Gly Gln Gly Ala

160

Description of Artificial Sequence: Synthetic polypeptide

Gly Gly Gly Asp Gly Tyr Gly Gln Gly Gly Tyr Gly Asn Gln Arg Gly

1 5

10

15

Val Gly Ser Tyr Gly Gln Gly Ala Gly Ala Gly Ala Ala Ala Thr Ser

20

25

30

Ala Ala Gly Gly Ala Gly Ser Gly Arg Gly Gly Tyr Gly Glu Gln Gly

35

40

45
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Gly Leu Gly Gly Tyr Gly Gln Gly Ala Gly Ala Gly Ala Ala Ser Thr
50 55 60

Ala Ala Gly Gly Gly Asp Gly Tyr Gly Gln Gly Gly Tyr Gly Asn Gln

65 70 75 80

Gly Gly Arg Gly Ser Tyr Gly Gln Gly Ser Gly Ala Gly Ala Gly Ala

85 90 95

Ala Val Ala Ala Ala Ala Gly Gly Ala Val Ser Gly Gln Gly Gly Tyr
100 105 110
Asp Gly Glu Gly Gly Gln Gly Gly Tyr Gly Gln Gly Ser Gly Ala Gly
115 120 125
Ala Ala Val Ala Ala Ala Ser Gly Gly Thr Gly Ala Gly Gln Gly Gly
130 135 140
Tyr Gly Ser Gln Gly Ser Gln Ala Gly Tyr Gly Gln Gly Ala Gly Phe
145 150 155 160

Arg Ala Ala Ala Ala Thr Ala Ala Ala

165
<210> 88
<211> 168
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 88
Gly Ala Gly Ala Gly Tyr Gly Gly Gln Val Gly Tyr Gly GIn Gly Ala
1 5 10 15
Gly Ala Ser Ala Gly Ala Ala Ala Ala Gly Ala Gly Ala Gly Tyr Gly
20 25 30

Gly Gln Ala Gly Tyr Gly Gln Gly Ala Gly Gly Ser Ala Gly Ala Ala

35 40 45
Ala Ala Gly Ala Gly Ala Gly Arg Gln Ala Gly Tyr Gly GIn Gly Ala
50 55 60
Gly Ala Ser Ala Arg Ala Ala Ala Ala Gly Ala Gly Thr Gly Tyr Gly

65 70 75 80
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Gln Gly Ala Gly Ala Ser Ala Gly Ala Ala Ala Ala Gly Ala Gly Ala
85 90 95
Gly Ser Gln Val Gly Tyr Gly Gln Gly Ala Gly Ala Ser Ser Gly Ala

100 105 110

Ala Ala Ala Ala Gly Ala Gly Ala Gly Tyr Gly Gly Gln Val Gly Tyr
115 120 125
Glu Gln Gly Ala Gly Ala Ser Ala Gly Ala Glu Ala Ala Ala Ser Ser
130 135 140
Ala Gly Ala Gly Tyr Gly Gly Gln Ala Gly Tyr Gly Gln Gly Ala Gly
145 150 155 160

Ala Ser Ala Gly Ala Ala Ala Ala

165
<210> 89
<211> 166
<212>  PRT

<213> Artificial Sequence
<220
><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 89
Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Gly GIn Gly Ala
1 5 10 15
Gly Gln Gly Gly Leu Gly Gly Gln Arg Ala Gly Ala Ala Ala Ala Ala
20 25 30
Ala Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly
35 40 45

Ala Gly Arg Gly Gly Tyr Gly Gly Val Gly Ser Gly Ala Ser Ala Ala

50 55 60
Ser Ala Ala Ala Ser Arg Leu Ser Ser Pro Glu Ala Ser Ser Arg Val
65 70 75 80
Ser Ser Ala Val Ser Asn Leu Val Ser Ser Gly Pro Thr Asn Ser Ala
85 90 95
Ala Leu Ser Ser Thr Ile Ser Asn Val Val Ser Gln Ile Ser Ala Ser

100 105 110
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Asn Pro Gly Leu Ser Gly Cys Asp Val Leu Val Gln Ala Leu Leu Glu

115 120 125

Val Val Ser Ala Leu Ile Gln Ile Leu Gly Ser Ser Ser Ile Gly Gln
130 135 140

Val Asn Tyr Gly Thr Ala Gly Gln Ala Ala Gln Ile Val Gly Gln Ser

145 150 155 160

Val Tyr Gln Ala Leu Gly

165
<210> 90
<211> 166
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 90

Gly Gly Tyr Gly Pro Gly Ser Gly Gln Gln Gly Pro Gly Gly Ala Gly

1 5 10 15
Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly Ser Ser Ser
20 25 30
Ala Ala Ala Val Gly Gly Tyr Gly Pro Ser Ser Gly Leu GIn Gly Pro
35 40 45
Ala Gly Gln Gly Pro Tyr Gly Pro Gly Ala Ala Ala Ser Ala Ala Ala
50 55 60
Ala Ala Gly Ala Ser Arg Leu Ser Ser Pro Gln Ala Ser Ser Arg Val

65 70 75 80

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

130 135 140
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Ile Asn Tyr Asp Ala Ala Ala Gln Tyr Ala Ser Leu Val Gly Gln Ser

145 150 155 160

Val Ala GIn Ala Leu Ala

165
<210> 91
<211> 166
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 91
Gly Gly Ala Gly Ala Gly Gln Gly Ser Tyr Gly Gly GIn Gly Gly Tyr
1 5 10 15
Gly Gln Gly Gly Ala Gly Ala Ala Thr Ala Thr Ala Ala Ala Ala Gly

20 25 30

Gly Ala Gly Ser Gly Gln Gly Gly Tyr Gly Gly Gln Gly Gly Leu Gly
35 40 45
Gly Tyr Gly Gln Gly Ala Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala
50 95 60
Ala Ala Gly Gly Ala Gly Ala Gly Gln Gly Gly Tyr Gly Gly Gln Gly
65 70 75 80
Gly Gln Gly Gly Tyr Gly Gln Gly Ala Gly Ala Gly Ala Ala Ala Ala
85 90 95

Ala Ala Gly Gly Ala Gly Ala Gly Gln Gly Gly Tyr Gly Gly Gln Gly

100 105 110

Gly Tyr Gly Gln Gly Gly Gly Ala Gly Ala Ala Ala Ala Ala Ala Ala
115 120 125
Ala Ser Gly Gly Ser Gly Ser Gly Gln Gly Gly Tyr Gly Gly Gln Gly
130 135 140
Gly Leu Gly Gly Tyr Gly Gln Gly Ala Gly Ala Gly Ala Gly Ala Ala
145 150 155 160
Ala Ser Ala Ala Ala Ala

165
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<210> 92

<211> 165

<212> PRT

<213> Artificial Sequence
<220><223>

<400> 92

Gly GIn Gly Gly GIn Gly Gly Tyr Gly Arg Gln

1

5 10

Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

20 25

Ser Gly Gln Gly Gly Tyr Gly Gly Gln Gly Gln

35 40

Ser Ser Ala Ser Ala Ser Ala Ala Ala Ser Ala

50

55

Asn Ser Val Ser Arg Leu Ser Ser Pro Ser Ala

65

70 75

Ser Ala Val Ser Ser Leu Val Ser Asn Gly Gln

85 90

Leu Pro Asn Ile Ile Ser Asn Ile Ser Ser Ser

100 105

Pro Gly Ala Ser Gly Cys Glu Val Ile Val Gln

115 120

Ile Thr Ala Leu Val Gln Ile Val Ser Ser Ser

130

135

Asn Pro Ser Ala Val Asn Gln Ile Thr Asn Val

145

150 155

Ala Gln Val Met Gly

<210>

<211>

<212>

<213>

165
93
164
PRT

Artificial Sequence

S50l 10-2618002

Description of Artificial Sequence: Synthetic polypeptide

Ser Gln Gly Ala Gly
15
Ala Ala Ala Ala Gly
30
Gly Gly Tyr Gly Gln
45

Ala Ser Thr Val Ala

60

Val Ser Arg Val Ser

80
Val Asn Met Ala Ala

95
Val Ser Ala Ser Ala
110

Ala Leu Leu Glu Val

125

Ser Val Gly Tyr Ile
140
Val Ala Asn Ala Met

160

-129 -



S50l 10-2618002

<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 93

Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Gly Gln Gly Ser

1 5 10 15
Gly Ala Ala Ala Ala Gly Thr Gly Gln Gly Gly Tyr Gly Ser Leu Gly
20 25 30
Gly Gln Gly Ala Gly Ala Ala Gly Ala Ala Ala Ala Ala Val Gly Gly
35 40 45
Ala Gly Gln Gly Gly Tyr Gly Gly Val Gly Ser Ala Ala Ala Ser Ala
50 55 60
Ala Ala Ser Arg Leu Ser Ser Pro Glu Ala Ser Ser Arg Val Ser Ser

65 70 75 80

Ala Val Ser Asn Leu Val Ser Ser Gly Pro Thr Asn Ser Ala Ala Leu
85 90 95
Ser Asn Thr Ile Ser Asn Val Val Ser Gln Ile Ser Ser Ser Asn Pro
100 105 110
Gly Leu Ser Gly Cys Asp Val Leu Val Gln Ala Leu Leu Glu Val Val
115 120 125
Ser Ala Leu Ile His Ile Leu Gly Ser Ser Ser Ile Gly Gln Val Asn
130 135 140

Tyr Gly Ser Ala Gly Gln Ala Thr GIn Ile Val Gly GIn Ser Val Tyr

145 150 155 160

Gln Ala Leu Gly

<210> 94
<211> 164
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 94

Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr Gly Ala Gly Gln Gly Tyr

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

20 25 30

Ala Arg Gly Tyr Gly Ala Arg Gln Gly Tyr Gly Ser Gly Ala Gly Ala
35 40 45
Gly Ala Gly Ala Arg Ala Gly Gly Ala Gly Gly Tyr Gly Arg Gly Ala
50 55 60
Gly Ala Gly Ala Ala Ala Ala Ser Gly Ala Gly Ala Gly Gly Tyr Gly
65 70 75 80
Ala Gly Gln Gly Tyr Gly Ala Gly Ala Gly Ala Val Ala Ser Ala Ala
85 90 95

Ala Gly Ala Gly Ser Gly Ala Gly Gly Ala Gly Gly Tyr Gly Arg Gly

100 105 110
Ala Gly Ala Val Ala Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr Gly
115 120 125
Ala Gly Ala Gly Ala Ala Ala Gly Val Gly Ala Gly Gly Ser Gly Gly
130 135 140
Tyr Gly Gly Arg Gln Gly Gly Tyr Ser Ala Gly Ala Gly Ala Gly Ala
145 150 155 160

Ala Ala Ala Ala

<210> 95
<211> 163
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 95
Gly Gln Gly Gly GIn Gly Gly Tyr Gly Gly Leu Gly GIn Gly Gly Tyr
1 5 10 15
Gly Gln Gly Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala
20 25 30
Ala Ala Gly Arg Gly Gln Gly Gly Tyr Gly Gln Gly Ser Gly Gly Asn

35 40 45
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Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ser Gly Gln Gly

50 55 60
Gly Gln Gly Gly Gln Gly Gly Gln Gly Gln Gly Gly Tyr Gly Gln Gly
65 70 75 80
Ala Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
85 90 95
Ala Ala Ala Gly Arg Gly Gln Gly Gly Tyr Gly Gln Gly Ala Gly Gly
100 105 110
Asn Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ser Gly Gln

115 120 125

Gly Gly Gln Gly Gly Gln Gly Gly Gln Gly Gln Gly Gly Tyr Gly Gln
130 135 140

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

145 150 155 160
Ala Ala Ala

<210> 96

<211> 162

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 96
Gly Gly Tyr Gly Pro Gly Ser Gly Gln Gln Gly Pro Gly Gln Gln Gly

1 5 10 15

Pro Gly GIn GIn Gly Pro Gly Gln Gln Gly Pro Tyr Gly Ala Gly Ala
20 25 30
Ser Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ser Gly Gln
35 40 45
Gln Gly Pro Gly Val Arg Val Ala Ala Pro Val Ala Ser Ala Ala Ala
50 55 60
Ser Arg Leu Ser Ser Ser Ala Ala Ser Ser Arg Val Ser Ser Ala Val

65 70 75 80
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Ser Ser Leu Val Ser Ser Gly Pro Thr Thr Pro Ala Ala Leu Ser Asn

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

Ala Ser Ala Gln Tyr Ala Gln Met Val Gly Gln Ser Val Thr Gln Ala

145 150 155 160
Leu Val

<210> 97

<211> 161

<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 97
Gly Ala Gly Ala Gly Gly Ala Gly Tyr Gly Arg Gly Ala Gly Ala Gly
1 5 10 15
Ala Gly Ala Ala Ala Gly Ala Gly Ala Gly Ala Ala Ala Gly Ala Gly
20 25 30
Ala Gly Ala Gly Gly Tyr Gly Gly Gln Gly Gly Tyr Gly Ala Gly Ala

35 40 45

Gly Ala Gly Ala Ala Ala Ala Ala Gly Ala Gly Ala Gly Gly Ala Ala
50 55 60
Gly Tyr Ser Arg Gly Gly Arg Ala Gly Ala Ala Gly Ala Gly Ala Gly
65 70 75 80
Ala Ala Ala Gly Ala Gly Ala Gly Ala Gly Gly Tyr Gly Gly Gln Gly
85 90 95
Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Ala Ala Gly Ala

100 105 110
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Gly Ser Gly Gly Ala Gly Gly Tyr Gly Arg Gly Ala Gly Ala Gly Ala

115 120

125

Ala Ala Gly Ala Gly Ala Ala Ala Gly Ala Gly Ala Gly Ala Gly Gly

130 135

140

Tyr Gly Gly Gln Gly Gly Tyr Gly Ala Gly Ala Gly Ala Ala Ala Ala

145 150

Ala

<210> 98

<211> 160

<212> PRT

<213> Artificial Sequence
<220><223>

<400> 98

155

160

Description of Artificial Sequence: Synthetic polypeptide

Gly Ala Gly Ala Gly Arg Gly Gly Tyr Gly Arg Gly Ala Gly Ala Gly

1 5

10

15

Gly Tyr Gly Gly Gln Gly Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ala

20 25

Ala Ala Ala Ala Gly Ala Gly Ala Gly Gly Tyr

35 40

Gly

30
Asp Lys

45

Ala Cys Trp Ser Arg Cys Arg Tyr Thr Val Ala Ser Thr Thr

50 55

Leu Ser Ser Ala Glu Ala Ser Ser Arg Ile Ser

65 70

75

60

Ser

Ala Ala

Leu Val Ser Gly Gly Tyr Leu Asn Thr Ala Ala Leu Pro Ser

85

90

Ser Asp Leu Phe Ala Gln Val Gly Ala Ser Ser

100 105

Pro

Gly Val
110

Ser Glu Val Leu Ile Gln Val Leu Leu Glu Ile Val Ser Ser

115 120

His Ile Leu Ser Ser Ser Ser Val Gly Gln Val

130 135

Asp

140

125

Phe Ser
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Gly Ser Ser Ala Ala Ala Val Gly Gln Ser Met Gln Val Val Met Gly

145 150 155 160
<210> 99

<211> 160

<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 99
Gly Ala Gly Ala Gly Ala Gly Gly Ala Gly Gly Tyr Gly Arg Gly Ala
1 5 10 15
Gly Ala Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Gly Gln Gly Tyr
20 25 30

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

35 40 45
Ser Tyr Gly Arg Gly Ala Gly Ala Gly Ala Ala Ala Ala Ser Gly Ala
50 95 60
Gly Ala Gly Gly Tyr Gly Ala Gly Gln Gly Tyr Gly Ala Gly Ala Gly
65 70 75 80
Ala Val Ala Ser Ala Ala Ala Gly Ala Gly Ser Gly Ala Gly Gly Ala
85 90 95
Gly Gly Tyr Gly Arg Gly Ala Val Ala Gly Ser Gly Ala Gly Ala Gly

100 105 110

Ala Gly Ala Gly Gly Ala Gly Gly Tyr Gly Ala Gly Ala Gly Ala Gly
115 120 125
Ala Ala Ala Gly Ala Val Ala Gly Gly Ser Gly Gly Tyr Gly Gly Arg
130 135 140

Gln Gly Gly Tyr Ser Ala Gly Ala Gly Ala Gly Ala Ala Ala Ala Ala

145 150 155 160
<210> 100
<211> 159
<212> PRT

<213> Artificial Sequence
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<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 100
Gly Pro Gly Gly Tyr Gly Pro Val Gln Gln Gly Pro Ser Gly Pro Gly
1 5 10 15
Ser Ala Ala Gly Pro Gly Gly Tyr Gly Pro Ala Gln Gln Gly Pro Ala
20 25 30
Arg Tyr Gly Pro Gly Ser Ala Ala Ala Ala Ala Ala Ala Ala Gly Ser
35 40 45
Ala Gly Tyr Gly Pro Gly Pro Gln Ala Ser Ala Ala Ala Ser Arg Leu
50 55 60

Ala Ser Pro Asp Ser Gly Ala Arg Val Ala Ser Ala Val Ser Asn Leu

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

130 135 140

GIn Phe Ala Gln Val Val Gly Gln Ser Val Leu Ser Ala Phe Ser

145 150 155
<210> 101
<211> 156
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 101
Gly Thr Gly Gly Val Gly Gly Leu Phe Leu Ser Ser Gly Asp Phe Gly
1 5 10 15

Arg Gly Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Ala Ser Ala Ala
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Ala Ala Ser Ser Ala Ala Ala Gly Ala Arg Gly Gly Ser Gly Phe Gly
35 40 45
Val Gly Thr Gly Gly Phe Gly Arg Gly Gly Ala Gly Ala Gly Thr Gly
50 55 60
Ala Ala Ala Ala Ser Ala Ala Ala Ala Ser Ala Ala Ala Ala Gly Ala
65 70 75 80
Gly Gly Asp Gly Gly Leu Phe Leu Ser Ser Gly Asp Phe Gly Arg Gly
85 90 95

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

100 105 110
Ser Ser Ala Ala Ala Gly Ala Arg Gly Gly Ser Gly Phe Gly Val Gly
115 120 125
Thr Gly Gly Phe Gly Arg Gly Gly Ala Gly Asp Gly Ala Ser Ala Ala
130 135 140

Ala Ala Ser Ala Ala Ala Ala Ser Ala Ala Ala Ala

145 150 155
<210> 102
<211> 153
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 102
Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Gly Ala Gly
1 5 10 15
Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser Val Ala Ala
20 25 30
Ala Ala Ser Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly
35 40 45

Pro Val Ala Ser Ala Ala Val Ser Arg Leu Ser Ser Pro Gln Ala Ser

50 55 60
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Ser Arg Val Ser Ser Ala Val Ser Ser Leu Val Ser Ser Gly Pro Thr

65

70 75 80

Asn Pro Ala Ala Leu Ser Asn Ala Met Ser Ser Val Val Ser Gln Val

85

90 95

Ser Ala Ser Asn Pro Gly Leu Ser Gly Cys Asp Val Leu Val Gln Ala

100

105 110

Leu Leu Glu Ile Val Ser Ala Leu Val His Ile Leu Gly Ser Ser Ser

115

120 125

Ile Gly GIn Ile Asn Tyr Ala Ala Ser Ser GIn Tyr Ala Gln Met Val

130

135 140

Gly Gln Ser Val Ala Gln Ala Leu Ala

145

<210> 103
<211> 153
<212> PRT

150

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 103

Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser GIn Gly Ala

1 5

10 15

Gly Arg Gly Gly Tyr Gly Gly Gln Gly Ala Gly Ala Ala Ala Ala Ala

20

25 30

Thr Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Val Gly Ser Gly Ala

35

40 45

Ser Ala Ala Ser Ala Ala Ala Ser Arg Leu Ser Ser Pro Gln Ala Ser

50
Ser Arg Val Ser Ser

65

55 60

Ala Val Ser Asn Leu Val Ala Ser Gly Pro Thr

70 75 80

Asn Ser Ala Ala Leu Ser Ser Thr Ile Ser Asn Ala Val Ser Gln Ile

85

90 95

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

- 138 -

S50l 10-2618002



100 105 110

Leu Leu Glu Val Val Ser Ala Leu Ile His Ile Leu Gly Ser Ser Ser
115 120 125
Ile Gly GIn Val Asn Tyr Gly Ser Ala Gly GIn Ala Thr Gln Ile Val
130 135 140

Gly Gln Ser Val Tyr Gln Ala Leu Gly

145 150
<210> 104
<211> 153
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 104

Gly Gly Ala Gly Gln Gly Gly Tyr Gly Gly Leu Gly Ser Gln Gly Ala

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

65 70 75 80

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

130 135 140
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Gly G

145

<210>
<211>
<212>
<213>
<220>

<400>

In Ser Val Tyr Gln Ala Leu Gly

150
105
152
PRT
Artificial Sequence
<223>

105

S50l 10-2618002

Description of Artificial Sequence: Synthetic polypeptide

Gly Ala Ser Gly Gly Tyr Gly Gly Gly Ala Gly Glu Gly Ala Gly Ala

1

Ala G

Gly A
65

Gly T

Gly A

Ser A

Ala A
1
Gly A
145
<210>
<211>
<212>

<213>

5 10
la Ala Ala Gly Ala Gly Ala Gly Gly Ala Gly
20 25

la Gly Ser Gly Ala Gly Ala Val Ala Arg Ala

35 40
ly Gly Tyr Gly Ser Gly Ile Gly Gly Gly Tyr
50 95 60
la Ala Ala Gly Ala Gly Ala Gly Gly Ala Gly
70 75
yr Gly Thr Gly Ala Gly Ala Gly Ala Arg Gly
85 90
la Ala Ala Gly Tyr Gly Gly Gly Val Gly Thr

100 105

la Gly Tyr Gly Arg Gly Ala Gly Ala Gly Ala
115 120
la Gly Ser Gly Ala Gly Ala Ala Gly Gly Tyr
30 135 140
la Gly Ala Gly Ala Gly Ala
150
106
152
PRT

Artificial Sequence

15
Gly Tyr Gly Gly
30

Gly Ala Gly Gly

45

Gly Ser Gly Ala

Ala Tyr Gly Gly
80
Ala Asp Ser Ala
95
Gly Thr Gly Ser
110

Gly Ala Gly Ala
125

Gly Gly Gly Tyr
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<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 106

Gly Ala Gly Ser Gly Gln Gly Gly Tyr Gly Gly Gln Gly Gly Leu Gly

1 5 10 15
Gly Tyr Gly Gln Gly Ala Gly Ala Gly Ala Ala Ala Gly Ala Ser Gly
20 25 30
Ser Gly Ser Gly Gly Ala Gly Gln Gly Gly Leu Gly Gly Tyr Gly Gln
35 40 45
Gly Ala Gly Ala Gly Ala Ala Ala Ala Ala Ala Gly Ala Ser Gly Ala
50 55 60
Gly Gln Gly Gly Phe Gly Pro Tyr Gly Ser Ser Tyr Gln Ser Ser Thr

65 70 75 80

Ser Tyr Ser Val Thr Ser Gln Gly Ala Ala Gly Gly Leu Gly Gly Tyr
85 90 95
Gly Gln Gly Ser Gly Ala Gly Ala Ala Ala Ala Gly Ala Ala Gly Gln
100 105 110
Gly Gly Gln Gly Gly Tyr Gly Gln Gly Ala Gly Ala Gly Ala Gly Ala
115 120 125
Gly Ala Gly Gln Gly Gly Leu Gly Gly Tyr Gly Gln Gly Ala Gly Ser
130 135 140

Ser Ala Ala Ser Ala Ala Ala Ala

145 150
<210> 107
<211> 151
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 107
Gly Gly Ala Gly GIn Gly Gly Tyr Gly Gly Leu Gly Gly Gln Gly Val
1 5 10 15
Gly Arg Gly Gly Leu Gly Gly Gln Gly Ala Gly Ala Ala Ala Ala Gly

20 25 30
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Gly Ala Gly Gln Gly Gly Tyr Gly Gly Val Gly Ser Gly Ala Ser

35 40 45
Ala Ser Ala Ala Ala Ser Arg Leu Ser Ser Pro Gln Ala Ser Ser
50 55 60
Leu Ser Ser Ala Val Ser Asn Leu Val Ala Thr Gly Pro Thr Asn
65 70 75

Ala Ala Leu Ser Ser Thr Ile Ser Asn Val Val Ser Gln Ile Gly

85 90 95
Ser Asn Pro Gly Leu Ser Gly Cys Asp Val Leu Ile Gln Ala Leu

100 105 110

Glu Val Val Ser Ala Leu Ile Gln Ile Leu Gly Ser Ser Ser Ile
115 120 125
GIn Val Asn Tyr Gly Ser Ala Gly Gln Ala Thr Gln Ile Val Gly
130 135 140

Ser Val Tyr Gln Ala Leu Gly

145 150
<210> 108
<211> 150
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic
<400> 108

Gly Ala Gly Ser Gly Gly Ala Gly Gly Tyr Gly Arg Gly Ala Gly

1 5 10 15
Gly Ala Gly Ala Ala Ala Gly Ala Gly Ala Gly Ala Gly Ser Tyr
20 25 30
Gly Gln Gly Gly Tyr Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala
35 40 45
Ala Gly Ala Gly Ala Gly Ala Gly Gly Tyr Gly Arg Gly Ala Gly
50 55 60

Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Arg Ala Gly Ala Gly
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65 70 75 80

Gly Gly Ala Gly Tyr Gly Gly Gln Gly Gly Tyr Gly Ala Gly Ala Gly
85 90 95
Ala Gly Ala Ala Ala Ala Ala Gly Ala Gly Ala Gly Gly Ala Gly Gly
100 105 110
Tyr Gly Arg Gly Ala Gly Ala Gly Ala Gly Ala Ala Ala Gly Ala Gly
115 120 125
Ala Gly Ala Gly Gly Tyr Gly Gly Gln Ser Gly Tyr Gly Ala Gly Ala

130 135 140

145 150
<210> 109
<211> 150
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide

<400> 109
Gly Ala Ser Gly Ala Gly Gln Gly Gln Gly Tyr Gly Gln GIn Gly Gln
1 5 10 15
Gly Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gln
20 25 30
Gly Gln Gly Gln Gly Tyr Gly Gln Gln Gly Gln Gly Tyr Gly Gln Gln

35 40 45

Gly Gln Gly Gly Ser Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
50 55 60
Ala Ala Ala GIn Gly Gln Gly Gln Gly Tyr Gly Gln Gln Gly Gln Gly
65 70 75 80
Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Ala Ser Gly Ala Gly
85 90 95
Gln Gly Gln Gly Tyr Gly Gln Gln Gly Gln Gly Gly Ser Ser Ala Ala

100 105 110
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Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala GIn Gly Gln

115 120 125
Gly Tyr Gly Gln Gln Gly Gln Gly Ser Ala Ala Ala Ala Ala Ala Ala
130 135 140

Ala Ala Ala Ala Ala Ala

145 150
<210> 110
<211> 945
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 110

Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gly Gly

1 5 10 15

Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Ser Gly Gln Gln Gly
20 25 30
Pro Gly Gly Ala Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly
35 40 45
Pro Gly Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro
50 55 60
Gly Ala Gly Gln Gln Gly Pro Gly Gly Ala Gly Gln Gln Gly Pro Gly
65 70 75 80

Ser Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly Ala Gly Gln

85 90 95
Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln GIn Gly Pro
100 105 110
Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala
115 120 125
Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln Arg Ser Gln Gly Pro
130 135 140

Gly Gly GIn Gly Pro Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly
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145 150 155 160

Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly
165 170 175
Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr
180 185 190
Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser
195 200 205
Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly Ala
210 215 220

Ala Ala Ala Ala Ala Ala Val Gly Gly Tyr Gly Pro Gly Ala Gly Gln

225 230 235 240
Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln GIn Gly Pro
245 250 255
Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala
260 265 270
Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser Gln
275 280 285
Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro Gly Gly GIn Gly Pro Tyr

290 295 300

Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro
305 310 315 320
Gly Ala Gly Gln Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly Pro Gly
325 330 335
Gly Gln Gly Pro Tyr Gly Ser Gly Gln Gln Gly Pro Gly Gly Ala Gly
340 345 350
Gln Gln Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Gly Ala Ala Ala
355 360 365

Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln

370 375 380
Gly Pro Gly Gly Ala Gly GIn Gln Gly Pro Gly Ser Gln Gly Pro Gly

385 390 395 400
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Gly Gln Gly Pro Tyr

405

Gln Gly Pro Gly Ser
420

Tyr Gly Pro Ser Ala

435

Gly Pro Gly Ala Gly
450

Tyr Gly Pro Gly Ala

465

Ser Gly Gly Gln Gln

485

500

Gln Gln Gly Pro Gly

515
Pro Gly Gly Gln Gly
530

Ala Val Gly Gly Tyr
545
Gln Gly Pro Gly Ser

565
Tyr Gly Pro Ser Ala

580

Pro Gly Ala Gly Gln
595
Gly Gln Gln Gly Pro
610
Ala Ala Ala Ala Ala
625
Gly Pro Gly Ser Gly

645

Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser
410 415
Gly Gly Gln Gln Gly Pro Gly Gly Gln Gly Pro
425 430
Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr

440 445

Gln Arg Ser Gln Gly Pro Gly Gly Gln Gly Pro
455 460
Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly
470 475 480
Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser
490 495

Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly

505

Ser Gln Gly Pro

520
Pro Tyr Gly Pro
935
Gly Pro Gly Ala
550

Gly Gly Gln Gln

Ala Ala Ala Ala

585

Gln Gly Pro Gly
600
Gly Gly Gln Gly
615
Ala Gly Gly Tyr
630

Gly Gln Gln Gly

510

Gly Ser Gly Gly GIn Gln Gly

925
Gly Ala Ala Ala Ala Ala Ala
540

Gly Gln Gln Gly Pro Gly Ser

955 560
Gly Pro Gly Gly GIn Gly Pro
570 975
Ala Ala Ala Gly Gly Tyr Gly

590

Ser GIln Gly Pro Gly Ser Gly
605
Pro Tyr Gly Pro Ser Ala Ala
620
Gly Pro Gly Ala Gly Gln Gln
635 640
Pro Gly Gly Gln Gly Pro Tyr

650 655
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Gly Ser Gly Gln GIn Gly Pro Gly Gly Ala Gly

660 665
Gly Gln Gly Pro Tyr Gly Pro Gly Ala Ala Ala
675 680
Ala Gly Gly Tyr Gly Pro Gly Ala Gly Gln Gln
690 695
Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly
705 710 715
Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser

725 730

Gly Gly Gln Gln Gly Pro Gly Gly GIn Gly Pro
740 745
Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr
755 760
Gln Arg Ser Gln Gly Pro Gly Gly GIn Gly Pro
770 775
Gly Gln Gln Gly Pro Gly Ser Gln Gly Pro Gly
785 790 795

Gly Pro Gly Gly Gln Gly Pro Tyr Gly Pro Ser

805 810
Ala Ala Ala Gly Gly Tyr Gly Pro Gly Ala Gly
820 825
Ser Gln Gly Pro Gly Ser Gly Gly Gln Gln Gly
835 840
Pro Tyr Gly Pro Gly Ala Ala Ala Ala Ala Ala
850 855
Gly Pro Gly Ala Gly Gln Gln Gly Pro Gly Ser

865 870 875

Gly Gly Gln Gln Gly Pro Gly Gly GIn Gly Pro
885 890

Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly

Gln Gln Gly Pro Gly

670
Ala Ala Ala Ala Ala
685

Gly Pro Gly Gly Ala
700
Gly Gln Gly Pro Tyr

720
Gln Gly Pro Gly Ser

735

Tyr Gly Pro Ser Ala
750
Gly Pro Gly Ala Gly
765

Tyr Gly Pro Gly Ala

780

Ser Gly Gly Gln Gln
800

Ala Ala Ala Ala Ala

815
Gln Gln Gly Pro Gly
830
Pro Gly Gly Gln Gly
845
Ala Val Gly Gly Tyr
860
Gln Gly Pro Gly Ser
880

Tyr Gly Pro Ser Ala
895

Pro Gly Ala Gly Gln
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900 905 910
Gln Gly Pro Gly Ser Gln Gly Pro Gly Ser Gly Gly Gln GIn Gly Pro
915 920 925

Gly Gly Gln Gly Pro Tyr Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala

930 935 940
Ala
945
<210> 111
<211> 483
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic polypeptide
<400> 111
Ala Asn Leu Asn Gly Thr Leu Met Gln Tyr Phe Glu Trp Tyr Met Pro

1 5 10 15
Asn Asp Gly Gln His Trp Lys Arg Leu Gln Asn Asp Ser Ala Tyr Leu

20 25 30

Ala Glu His Gly Ile Thr Ala Val Trp Ile Pro Pro Ala Tyr Lys Gly

35 40 45

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

Glu Asp Val Thr Ala Val Glu Val Asp Pro Ala Asp Arg Asn Arg Val

115 120 125
Thr Ser Gly Glu GIn Arg Ile Lys Ala Trp Thr His Phe GIn Phe Pro
130 135 140

Gly Arg Gly Ser Thr Tyr Ser Asp Phe Lys Trp His Trp Tyr His Phe
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145

Asp

Phe

Tyr

Thr

Leu

225

Leu

Phe

Tyr

His

Arg

305

Val

Ser

Thr

Thr

Glu

385

Gly

Gln

Asp

210

Asp

Arg

Thr

Leu

Tyr

290

Lys

Thr

Thr

Arg

Lys

370

Pro

Thr Asp

Gly Lys

180

Tyr Leu

195

Gly Phe

Asp Trp

Val Ala

260

Asn Lys

275

Gln Phe

Leu Leu

Phe Val

Val Gln

Ile Leu

Trp

165

Met

Lys

Arg

Val

245

Thr

His

Asn

Asp

325

Thr

Ser

Lys

150

Asp Glu

Trp Asp

Tyr Ala

Arg Trp

215
Leu Asp
230

Asn His

Tyr Trp

Asn Phe

Ala Ala

295
Gly Thr
310

Asn His

Trp Phe

Tyr Pro

Gln Arg
375
Ala Arg

390

Ser Arg Lys
170
Trp Glu Val

185

Asp Ile Asp
200

Gly Thr Trp

Ala Val Lys

Val Arg Glu

250

GIn Asn Asp

265
Asn His Ser
280

Ser Thr Gln

Val Val Ser

Asp Thr Gln
330

Lys Pro Leu

345

GIn Ile Phe

Glu Ile Pro

Ile Gln Tyr

155

Leu

Ser

Tyr

Tyr

His

235

Lys

Leu

Val

Lys
315

Pro

Tyr

Ala

395

Asn Arg Ile

Asn Val Asn

190

Asp His Pro
205

Ala Asn Glu

220

Ile Lys Phe

Thr Gly Lys

Gly Ala Leu

270
Phe Asp Val
285
Gly Gly Tyr
300

His Pro Val

Gly Gln Ser

Tyr Ala Phe
350
Gly Asp Met
365
Leu Lys His
380

Tyr Gly Ala
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160
Tyr Lys
175

Gly Asn

Asp Ala

Leu Gln

Ser Phe

240
Glu Met
255

Glu Asn

Pro Leu

Asp Met

Lys Ala

320

Leu Glu

335

Ile Leu

Tyr Gly

Lys Ile

Gln His

400

S50l 10-2618002



Asp Tyr Phe Asp His His Asp Ile Val Gly

405 410
Ser Ser Val Ala Asn Ser Gly Leu Ala Ala
420 425
Gly Gly Thr Lys Arg Met Tyr Val Gly Arg
435 440
Trp His Asp Ile Thr Gly Asn Arg Ser Asp
450 455

Glu Gly Trp Gly Glu Phe His Val Asn Gly

465 470
Val Gln Arg
<210> 112
<211> 235
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial

<400> 112

Thr Ala Leu Thr Glu Gly Ala Lys Leu Phe
1 5 10

Ile Thr Glu Leu Glu Gly Asp Val Glu Gly

20 25
Gly Glu Gly Thr Gly Asp Ala Thr Thr Gly

35 40

Ile Cys Thr Thr Gly Asp Leu Pro Val Pro
50 55
Thr Leu Ser Tyr Gly Val Gln Cys Phe Ala
65 70
Lys Asp Phe Phe Lys Ser Ala Met Pro Glu
85 90
Thr Ile Ser Phe Glu Gly Asp Gly Val Tyr

100 105

Trp Thr Arg Glu Gly Asp

415
Leu Ile Thr Asp Gly Pro
430
Gln Asn Ala Gly Glu Thr
445
Ser Val Val Ile Asn Ala
460
Gly Ser Val Ser Ile Tyr

475 480

Sequence: Synthetic polypeptide

Glu Lys Glu Ile Pro Tyr
15
Met Lys Phe Ile Ile Lys
30
Thr Ile Lys Ala Lys Tyr

45

Trp Ala Thr Leu Val Ser
60
Lys Tyr Pro Ser His Ile
75 80
Gly Tyr Thr Gln Glu Arg
95
Lys Thr Arg Ala Met Val

110
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Thr Tyr Glu Arg Gly Ser Ile Tyr Asn Arg Val Thr Leu Thr Gly

115 120 125
Asn Phe Lys Lys Asp Gly His Ile Leu Arg Lys Asn Val Ala Phe
130 135 140

Cys Pro Pro Ser Ile Leu Tyr Ile Leu Pro Asp Thr Val Asn Asn
145 150 155
Ile Arg Val Glu Phe Asn Gln Ala Tyr Asp Ile Glu Gly Val Thr

165 170 175
Lys Leu Val Thr Lys Cys Ser Gln Met Asn Arg Pro Leu Ala Gly

180 185 190

Ala Ala Val His Ile Pro Arg Tyr His His Ile Thr Tyr His Thr
195 200 205
Leu Ser Lys Asp Arg Asp Glu Arg Arg Asp His Met Cys Leu Val
210 215 220

Val Val Lys Ala Val Asp Leu Asp Thr Tyr Gln

225 230 235
<210> 113
<211> 64
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic
<220><221> MISC_FEATURE

<222> (4)..(8)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY,

"SQ," wherein some positions may be absent
<220><221> MISC_FEATURE

<222>  (12)..(16)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY,

"SQ," wherein some positions may be absent
<220><221> MISC_FEATURE

<222>  (20)..(24)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY,
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"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (28)..(32)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (36)..(40)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (44)..(48)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220>

<221> MISC_FEATURE

<222>  (52)..(56)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (60)..(64)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1)..(64)

<223> This region may encompass 4-8 "GPG-X1" repeating units, wherein

X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some

positions may be absent
<400> 113
Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa
1 5 10 15
Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa
20 25 30

Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa
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35 40 45

Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa

50 55 60
<210> 114
<211> 20
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic peptide
<220><221> MISC_FEATURE
<222>  (1)..(20)
<223> This sequence may encompass 6-20 residues
<400> 114
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
1 5 10 15

Ala Ala Ala Ala

20
<210> 115
<211> 1800
<212> PRT

<213> Artificial Sequence
<220><223

> Description of Artificial Sequence: Synthetic polypeptide

<220><221> MISC_FEATURE

<222> (7)..(11)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (15)..(19)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (23)..(27)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
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"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (31)..(35)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (39)..(43)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (47)..(51)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (55)..(59)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (63)..(67)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (4)..(67)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222> (71)..(90)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (97)..(101)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent
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<220><221>  MISC_FEATURE
<222> (105)..(109)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (113)..(117)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (121)..(125)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (129)..(133)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (137)..(141)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (145)..(149)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (153)..(157)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent
<220><221> MISC_FEATURE
<222> (94)..(157)
<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
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positions may be absent
<220><221> MISC_FEATURE
<222>  (161)..(180)
<223> This region may encompass 6-20 residues
<220><221> MISC_FEATURE
<222>  (187)..(191)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (195)..(199)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (203)..(207)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (211)..(215)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (219)..(223)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (227)..(231)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (235)..(239)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent
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<220><221> MISC_FEATURE

<222> (243)..(247)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (184)..(247)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222> (251)..(270)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222>  (277)..(281)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (285)..(289)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (293)..(297)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (301)..(305)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (309)..(313)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE
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<222> (317)..(321)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (325)..(329)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (333)..(337)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (274)..(337)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222> (341)..(360)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (367)..(371)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (375)..(379)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (383)..(387)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE
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<222>  (391)..(395)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (399)..(403)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (407)..(411)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (415)..(419)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (423)..(427)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (364)..(427)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222> (431)..(450)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (457)..(461)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE
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<222> (465) . .(469)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (473)..(477)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (481)..(485)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (489)..(493)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (497)..(501)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (505)..(509)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (513)..(517)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (454)..(517)
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" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

n "GAGQQ, n "GQGPY , n "AGQQ" or

be absent

n "GAGQQ, n "GQGPY , n "AGQQ" or

be absent

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some

positions may be absent

<220><221> MISC_FEATURE
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<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (547)..(551)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (555)..(559)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (563)..(567)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (571)..(575)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (579)..(583)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (587)..(591)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (595)..(599)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (603)..(607)

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

n "GAGQQ, n "GQGPY , n "AGQQ" or

be absent

n "GAGQQ, n "GQGPY, n "AGQQ" or

be absent
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (544)..(607)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222>  (611)..(630)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (637)..(641)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (645)..(649)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (653)..(657)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (661)..(665)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (669)..(673)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent
<220><221> MISC_FEATURE

<222>  (677)..(681)
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (685)..(689)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (693)..(697)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (634)..(697)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222>  (701)..(720)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (727)..(731)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (735)..(739)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (743)..(747)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (751)..(755)
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (759)..(763)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (767)..(771)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (775)..(779)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (783)..(787)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (724)..(787)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222> (791)..(810)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (817)..(821)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (825)..(829)
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<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (833)..(837)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (841)..(845)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (849)..(853)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (857)..(861)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (865)..(869)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (873)..(877)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222>  (814)..(877)
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" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

n "GAGQQ, n "GQGPY , n "AGQQ" or

be absent

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some

positions may be absent

<220><221> MISC_FEATURE
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<222>  (881)..(900)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (907)..(911)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (915)..(919)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (923)..(927)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (931)..(935)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (939)..(943)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (947)..(951)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (955)..(959)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (963) .. (967)
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (904)..(967)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222>  (971)..(990)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222>  (997)..(1001)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1005)..(1009)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1013)..(1017)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1021)..(1025)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1029)..(1033)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1037)..(1041)
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1045)..(1049)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1053)..(1057)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (994)..(1057)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222

> (1061)..(1080)

<223> This region may encompass 6—20 residues

<220><221> MISC_FEATURE

<222> (1087)..(1091)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1095)..(1099)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1103)..(1107)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent
<220><221> MISC_FEATURE

<222> (1111)..(1115)
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1119)..(1123)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1127)..(1131)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1135)..(1139)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1143)..(1147)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1084)..(1147)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222> (1151)..(1170)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (1177)..(1181)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1185)..(1189)

- 169 -

10-2618002



<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1193)..(1197)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1201)..(1205)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1209)..(1213)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1217)..(1221)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1225)..(1229)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1233)..(1237)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1174) . .(1237)

oin
]
Jm
el

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

n "GAGQQ, n "GQGPY , n "AGQQ" or

be absent

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some

positions may be absent

<220><221> MISC_FEATURE
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on
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<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (1267)..(1271)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1275)..(1279)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1283)..(1287)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1291)..(1295)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1299) . .(1303)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1307)..(1311)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1315)..(1319)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1323)..(1327)

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

n "GAGQQ, n "GQGPY , n "AGQQ" or

be absent

n "GAGQQ, n "GQGPY, n "AGQQ" or

be absent
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1264)..(1327)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222

> (1331)..(1350)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222>  (1357)..(1361)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1365)..(1369)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1373)..(1377)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1381)..(1385)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1389)..(1393)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1397)..(1401)
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1405)..(1409)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1413)..(1417)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1354)..(1417)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222>  (1421)..(1440)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (1447)..(1451)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1455)..(1459)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1463)..(1467)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1471)..(1475)
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<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1479)..(1483)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1487)..(1491)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1495)..(1499)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1503)..(1507)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1444)..(1507)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222> (1511)..(1530)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (1537)..(1541)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent
<220><221> MISC_FEATURE

<222> (1545) . .(1549)
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<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1553)..(1557)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1561)..(1565)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1569)..(1573)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1577)..(1581)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1585) . .(1589)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1593) .. (1597)

<223> This region may encompass "SGGQQ,

"SQ," wherein some positions may
<220><221> MISC_FEATURE

<222> (1534)..(1597)

oin
]
Jm
el

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

" "GAGQQ, " "GQGPY," "AGQQ" or

be absent

n "GAGQQ, n "GQGPY , n "AGQQ" or

be absent

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some

positions may be absent

<220><221> MISC_FEATURE

<222
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> (1601)..(1620)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222>  (1627)..(1631)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1635)..(1639)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1643)..(1647)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1651)..(1655)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1659)..(1663)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1667)..(1671)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1675)..(1679)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1683)..(1687)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
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"SQ," wherein some positions may be absent
<220><221> MISC_FEATURE
<222> (1624)..(1687)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,

wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222>  (1691)..(1710)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222>  (1717)..(1721)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1725)..(1729)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1733)..(1737)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1741)..(1745)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222> (1749)..(1753)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent
<220><221> MISC_FEATURE
<222> (1757)..(1761)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
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"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1765)..(1769)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or
"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1773)..(1777)

<223> This region may encompass "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or

"SQ," wherein some positions may be absent

<220><221> MISC_FEATURE

<222>  (1714)..Q1777)

<223> This region may encompass 4-8 repeating "GPG-X1" repeating units,
wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ" or "SQ," and some
positions may be absent

<220><221> MISC_FEATURE

<222>  (1781)..(1800)

<223> This region may encompass 6-20 residues

<220><221> MISC_FEATURE

<222> (1)..(1800)

<223> This sequence may encompass 2-20 "GGY-[GPG-X1]n1-GPS-(A)n2"

repeating units, wherein X1 is "SGGQQ," "GAGQQ," "GQGPY," "AGQQ"
or "SQ," nl is 4-8 and n2 is 6-20 and some positions may be
absent

<400> 115

Gly Gly Tyr Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa

1 5 10 15
Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa
20 25 30
Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa

35 40 45

Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa

50 55 60
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Xaa Xaa Xaa
65

Ala Ala Ala

Xaa Xaa Xaa

Xaa Xaa Xaa

115

Xaa Xaa Xaa
130

Xaa Xaa Xaa

145

Pro Gly Xaa
195
Pro Gly Xaa
210
Pro Gly Xaa
225

Pro Gly Xaa

Tyr Gly Pro

275

Xaa Gly Pro
290

Xaa Gly Pro

305

Gly Pro

Ala Ala

85
Xaa Xaa
100

Xaa Xaa

Xaa Xaa

Xaa Xaa

Ala Ala

165

Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

70

75

Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro

Gly Pro Gly Xaa

105

Gly Pro Gly Xaa

120

Gly Pro Gly Xaa

135

Gly Pro Gly Xaa

150

Ala

Ala Gly Gly Tyr Gly Pro

180

Xaa Xaa

Xaa Xaa

Xaa Xaa

Xaa Xaa

245

260

Gly Xaa

Gly Xaa

Gly Xaa

Xaa

Xaa

Xaa

230

Xaa

Xaa

Xaa

Xaa

310

Xaa

Xaa

215

Xaa

Xaa

Xaa

Xaa
295

Xaa

185

Gly Pro

200

Gly Pro

Gly Pro

Gly Pro

Ala Ala

265
Xaa Xaa
280

Xaa Xaa

Xaa Xaa

90

Xaa Xaa

Xaa Xaa

Xaa Xaa

Xaa Xaa

155

170

Gly Xaa

Gly Xaa

Gly Xaa

Gly Xaa

235

Ser Ala

250

Ala Ala

Gly Pro

Gly Pro

Gly Pro

315

95
Xaa Xaa Gly Pro
110

Xaa Xaa Gly Pro

125
Xaa Xaa Gly Pro
140

Xaa Xaa Gly Pro

Xaa Xaa Xaa Xaa

190

Xaa Xaa Xaa Xaa
205

Xaa Xaa Xaa Xaa

220

Xaa Xaa Xaa Xaa

Ala Ala Ala Ala
255

Ala Ala Ala Gly

270
Gly Xaa Xaa Xaa
285
Gly Xaa Xaa Xaa
300

Gly Xaa Xaa Xaa

- 179 -

80

Ser

160

Gly

Xaa

Xaa

Xaa

320
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Xaa Gly Pro

Xaa Gly Pro

Ala Ala Ala
355
Xaa Xaa Xaa
370
Xaa Xaa Xaa
385

Xaa Xaa Xaa

Xaa Xaa Xaa

Xaa Xaa Xaa

465

Xaa Xaa Xaa

Xaa Xaa Xaa

Xaa Xaa Xaa

515

Ala Ala Ala
530

Pro Gly Xaa

545

Pro Gly Xaa

Gly

Ser

340

Ala

Gly

Gly

Gly

Gly

420

Xaa

Xaa

Xaa
500

Xaa

Xaa

Xaa

Xaa

325

Ala

Ala

Pro

Pro

Pro

405

Pro

Xaa

Xaa
485

Xaa

Xaa

Xaa

Xaa

Xaa

Ala

Xaa Xaa Xaa

Ala Ala Ala

345

Gly Pro

330

Ala Ala Ala Gly Gly Tyr

Gly

Gly

390

Gly

Gly

Gly

Gly

470

Gly

Gly

Gly

Ala

Xaa

550

Xaa

360
Xaa Xaa Xaa
375

Xaa Xaa Xaa

Xaa Xaa Xaa

Xaa Xaa Xaa

425

Pro Gly Xaa
455

Pro Gly Xaa

Pro Gly Xaa

Pro Gly Xaa
505
Pro Ser Ala
520
Ala Ala Ala
535

Xaa Gly Pro

Xaa Gly Pro

Xaa Xaa

Xaa Xaa

395

Xaa Xaa

410

Xaa Xaa

Xaa Xaa

Xaa Xaa

475

Xaa Xaa
490

Xaa Xaa

Gly Xaa

555

Gly Xaa

Gly Xaa Xaa

Ala Ala Ala
350
Gly Pro Gly
365
Gly Pro Gly
380

Gly Pro Gly

Gly Pro Gly

Gly Pro Ser

Xaa Xaa Gly
460

Xaa Xaa Gly

Xaa Xaa Gly

Xaa Xaa Gly
510
Ala Ala Ala
525
Ala Gly Gly
540

Xaa Xaa Xaa

Xaa Xaa Xaa
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Xaa

335

Ala

Xaa

Xaa

Xaa

Xaa

Pro

Pro

Pro

495

Pro

Ala

Tyr

Xaa

Xaa

Xaa

Xaa

Xaa

Xaa

400

Xaa

Gly

560

Gly
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Pro Gly Xaa

Pro Gly Xaa

Pro

625

Xaa

Xaa

Xaa

Xaa

Xaa

Xaa

Xaa

Xaa

785

Ala

Xaa

Ser

610

Ala

Gly

Gly

Gly

Gly

690

Xaa

Xaa

Xaa

770

Xaa

Ala

Xaa

595

Ala

Ala

Pro

Pro

Pro

675

Pro

Xaa

Xaa

755

Xaa

Xaa

Ala

Xaa

565
Xaa Xaa
580

Xaa Xaa

Ala Ala

Ala Ala

Gly Xaa

645
Gly Xaa
660

Gly Xaa

Gly Xaa

Ala Ala

Gly Pro

725
Gly Pro
740

Gly Pro

Gly Pro

Gly Pro

Ala Ala

805

Xaa Xaa

Xaa Xaa Gly Pro

585

Xaa Xaa Gly Pro
600

Ala Ala Ala Ala

615

Ala Gly Gly Tyr
630

Xaa Xaa Xaa Xaa

Xaa Xaa Xaa Xaa

665

Xaa Xaa Xaa Xaa
680

Xaa Xaa Xaa Xaa

695
Ala Ala Ala Ala
710

Gly Xaa Xaa Xaa

Gly Xaa Xaa Xaa
745
Gly Xaa Xaa Xaa

760

Gly Xaa Xaa Xaa
775

Ser Ala Ala Ala

790

Ala Ala Ala Ala

Gly Pro Gly Xaa

570 575
Gly Xaa Xaa Xaa Xaa Xaa
590
Gly Xaa Xaa Xaa Xaa Xaa
605
Ala Ala Ala Ala Ala Ala

620

Gly Pro Gly Xaa Xaa Xaa
635
Gly Pro Gly Xaa Xaa Xaa
650 655
Gly Pro Gly Xaa Xaa Xaa
670
Gly Pro Gly Xaa Xaa Xaa
685

Gly Pro Ser Ala Ala Ala

700
Ala Ala Ala Ala Ala Ala
715
Xaa Xaa Gly Pro Gly Xaa
730 735
Xaa Xaa Gly Pro Gly Xaa
750
Xaa Xaa Gly Pro Gly Xaa

765

Xaa Xaa Gly Pro Gly Xaa
780
Ala Ala Ala Ala Ala Ala
795
Ala Gly Gly Tyr Gly Pro
810 815

Xaa Xaa Xaa Xaa Gly Pro
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Gly
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Xaa Xaa Xaa

835
Xaa Xaa Xaa
850

Xaa Xaa Xaa

Pro Gly Xaa
915
Pro Gly Xaa
930
Pro Gly Xaa
945

Pro Gly Xaa

Tyr Gly Pro
995
Xaa Gly Pro
1010
Xaa Gly Pro
1025

Xaa Gly Pro

820

Xaa

Xaa

Xaa

900

Xaa

Xaa

Xaa

Xaa

980

Gly

Gly

Gly

825

Xaa Gly Pro Gly Xaa

840
Xaa Gly Pro Gly Xaa
855
Xaa Gly Pro Gly Xaa
870

Ala Ala Ala Ala Ala
885

Gly Gly Tyr Gly Pro

905

Xaa Xaa Xaa Gly Pro
920
Xaa Xaa Xaa Gly Pro
935
Xaa Xaa Xaa Gly Pro
950

Xaa Xaa Xaa Gly Pro
965

Ala Ala Ala Ala Ala

985
Xaa Xaa Xaa Xaa Xaa
1000
Xaa Xaa Xaa Xaa Xaa
1015
Xaa Xaa Xaa Xaa Xaa

1030

830

Xaa Xaa Xaa Xaa Gly Pro Gly

845
Xaa Xaa Xaa Xaa Gly Pro Gly
860

Xaa Xaa Xaa Xaa Gly Pro Ser

875 880
Ala Ala Ala Ala Ala Ala Ala
890 895
Gly Xaa Xaa Xaa Xaa Xaa Gly

910

Gly Xaa Xaa Xaa Xaa Xaa Gly
925
Gly Xaa Xaa Xaa Xaa Xaa Gly
940

Gly Xaa Xaa Xaa Xaa Xaa Gly
955 960

Ser Ala Ala Ala Ala Ala Ala

970 975

Ala Ala Ala Ala Ala Gly Gly

990
Gly Pro Gly Xaa Xaa Xaa Xaa
1005
Gly Pro Gly Xaa Xaa Xaa Xaa
1020
Gly Pro Gly Xaa Xaa Xaa Xaa

1035 1040

Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa

1045

1050 1055

Xaa Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

1060

1065

1070
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Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Xaa Xaa
1075 1080 1085
Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa
1090 1095 1100
Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa
1105 1110 1115 1120

Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa

1125 1130 1135
Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Ser Ala Ala
1140 1145 1150
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
1155 1160 1165
Ala Ala Gly Gly Tyr Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly
1170 1175 1180
Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly

1185 1190 1195 1200

Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly
1205 1210 1215
Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly
1220 1225 1230
Xaa Xaa Xaa Xaa Xaa Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala
1235 1240 1245
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly
1250 1255 1260

Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly

1265 1270 1275 1280
Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly
1285 1290 1295
Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly
1300 1305 1310
Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly

1315 1320 1325
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Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala

1330 1335 1340

Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Xaa Xaa Xaa Xaa
1345 1350 1355 1360
Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa
1365 1370 1375
Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa
1380 1385 1390
Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa
1395 1400 1405

Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Ser Ala Ala Ala Ala

1425 1430 1435 1440
Gly Gly Tyr Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa
1445 1450 1455
Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa
1460 1465 1470
Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa

1475 1480 1485

Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa
1490 1495 1500
Xaa Xaa Xaa Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
1505 1510 1515 1520
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly
1525 1530 1535
Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly
1540 1545 1550

Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly

1555 1560 1565

Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly
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1570 1575 1580
Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Ser
1585 1590 1595 1600
Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
1605 1610 1615
Ala Ala Ala Ala Gly Gly Tyr Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly

1620 1625 1630

Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly
1635 1640 1645
Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly
1650 1655 1660
Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly
1665 1670 1675 1680
Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Ser Ala Ala Ala Ala Ala Ala
1685 1690 1695

Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Gly Gly

1700 1705 1710
Tyr Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa
1715 1720 1725
Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa
1730 1735 1740
Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa
1745 1750 1755 1760
Xaa Gly Pro Gly Xaa Xaa Xaa Xaa Xaa Gly Pro Gly Xaa Xaa Xaa Xaa

1765 1770 1775

Xaa Gly Pro Ser Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala Ala
1780 1785 1790

Ala Ala Ala Ala Ala Ala Ala Ala

1795 1800
<210> 116
<211> 5
<212> PRT
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on
Ju
Ji
Qi

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic peptide
<400> 116

Ser Gly Gly Gln Gln

1 5
<210> 117
<211> 5
<212> PRT

<213> Artificial Sequence

<220><223> Description of Artificial Sequence: Synthetic peptide

<400> 117

Gly Ala Gly Gln Gln

1 5
<210> 118
<211> 5
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic peptide
<400> 118

Gly Gln Gly Pro Tyr

1 5
<210> 119
<211> 4
<212> PRT

<213> Artificial Sequence
<220><223> Description of Artificial Sequence: Synthetic peptide
<400> 119

Ala Gly GIn Gln

1
<210> 120
<211> 8
<212> PRT

<213> Artificial Sequence
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<220><223> Description of Artificial Sequence: Synthetic peptide
<220><221> MISC_FEATURE
<222>  (1)..(8)
<223> This sequence may encompass 6-8 residues
<400> 120
His His His His His His His His
1 5
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