WO 2005/077018 - PCT/US2005/003907

17

LFA-8 signal sequence _
1 AIG GIT GCT%GAGCGACGCGGGGCGGGCCCTGGGGGTC(;TCAGCGTGGTCTGC
1)pMet Val) Ala Gly Ser Asp Ala Gly Arg Alz Leu Gly Val Leu Ser Val Val Cya
s O CTG CAC TG6C TTP GGT TTC ATC AGC TGT
1spLow Leu His Cys Phe Gly Phe Ile Ser Cys
LFA-3 '

g5 TIT TCC CARA CAA ATA TA? GGT GTT GTG TAT GGE AAT GTA ACT TTC CAT GTA CCA
29pPhe -Ser GIn Gin lle Tyr "Gly Va) Val! Tyr Gly Asn val Thr Fhe His Val Preo

135 AGC ART GTG OCT TTA AAA GAG GTC CTA TGG AAA ARA CAA AAG GAT ARA GTT GCA
a7pSer Asn Val Pro Leu Lys Giv Val Len Trp Lys Lys Gin. Lye Asp Lys Val Ala

193 (AR CTG GAA-AATTCTGAAT!CAGAGCTITCTCATCTMAB}LMTAGGGETM
t5pGiv Leu Glu Asn Ser Glu Phe ATp Ala Phe Ser Ser Phe Lye Asn Arg Val TYT

—_zu._q-m__eac-mmmeermcmmmmmmmmmmm

E3pLou Asp Thr Val Sor Gly Ser Leu Thr 1le Tyr Aasn Ley Thr Ser—~Ser—Asp Glu
s01 GAT GAG TAT GRA ATG GAA TCG CCA AAT ATT ACT GAT ACC ATG ARG TTC TIT CTT:
203 pAsp Glu Tyr Gly Mot Glv Ser Pro Asn 1le Thr Atp Thr Mot Lys Fha Phe Leu

ass AT GIC
319 Tyr Val

1gG1 (hinge, CH2, CHBS)
381 GACAAAACTCACACRTGCCCACCGTGCCCAGCAOCTGAACICCNGGGGGACQG
121 pAap Lys Thr His Thr Gye Fro Pro Cys Pro Ale Pro Glu Leu Leu Bly Gly Pro

a1 TCA GIC TTC CYC TIC CCC CCa RAAR COC ARG GAC ACC CTC ATG ATC TCC CGG ACC
239 pSer Val Phe Leu Phe Pro Pro Lys Pro Lys.Asp Thr Leu Met lle Ser Arg Thr
ags CCT GAG GIC ACR TGC GIGC GTC GTG GAC GTG AGC CAC GAA GAC COT GAG GTC AN
157 pPro Glu val Thr Cys Val Val val Asp Val Ser Hise Glu Asp Pro Glu Vat Lys
523 TIC AAC TGG TAC GIG GAC GGC GT6 GAG GTG CAT AAT GOC ARG ACA AME CCC CGG
275 pPhe Asp Trp Tyr Val Asp Giy Val Gluv Val His Asm Ala Lys Thr Lys Pro Arg
577 GAG GAGC CAG TAC AAC AGL ACGE TAC CET GIG GIC AGC GIC CIC ACC GIC CTG CAC
292 pGlo Slv Gin Tyr Asn Ser Thr Tyr Arp Vel Val-Ser.-Val Leu Thr val Leu His
11 CaAG GaAC TEG CITE AAT GGC AAG GRG TAC ARG TEC ARG GTC TCC AARC AAA GOC CTC
2L pGIn Asp Trp Lauw Asn Gly Lys Gie Tyr Lye Cys Lys val Ser Asn Lys Als Lav
685 CCAGCCCCCA‘I’CGAGAAAACCA‘I‘C'TCCAAAGCCAAAGGGCAGCCCCGAGBACCA
220 pPro Ale Pro 1le Glu Lys Thr lle Sar Lys Ala Llys @iy Gin Pro Arg Glu Pro
738 CAG GTG TAC ACC CTG CCC CCA 1TCC CGG GAT GRS CTGE RCC AMS ARC CAG GTC AGC
287 pGIn Val Tyr Thr Lten Pro Pro Ser Arp Asp Glu Leu Thr Lys Asn Gln Val Ser

93 C’IGACC'IGCC“I‘GGTCAAAGGC'I’I‘CTATCCCAGCGACATCGCCGTGGEG'IGGGRB
265 pLleu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ata Val &lu Trp Gilu

g47 AGC AAT GGG CAG CCG GAG AAC ARMC TAC ARG ACC ACG CCT CCC GTG TIG GAC TCOC
283 pSer Asn Bly GIn Fro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser

gp1 GBAC GGC TCC TIC TIC CTC TAC AGC ARG CTC ACC GTGE GAC AMG AGC AGE TGG CTAG
I pAsp Gy Ser Phe Phe Leu Tyr Sor Lys Leu Tht Vel Asp Lys Ser Arg Trp Gln

egs CAG GEE AAC GIC TIC TCA TGC.TCC GTG ATG CAT GRS GCT CYC CAC AARC CAT TAC
319 pGin Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyo¢

" so0s ACG CAG AAG AGC CIC TCC CTG TCT CCE GGT ARA TGA

337pThr Gln Lys Ser Leu Sar lLeu Ser Pro Gly Lys os°
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LFA-3 signal sequence

1 ATG GTT GCT GGG AGC GAC GCG GGG CGE GCC CIG
1PMet Val Ale Gly Ser Asp Ala Gly Arg Ale
55 CTG CTG CAC TGC TTT GGT TIC ATC RGC TGT
19 Leu Leu His Cys Phe Gly Phe lle Ser Cys
LFA-3 '

g5 TPT TCC CAAR CAA ATA TAT GGT GTT GIG TAT

2abPhe Ser

27

Gin Gin lle Tyr Gly Val val Tyr

138 AGC AAT GTG CCT TTA ARR GAG GIC CTA TGG
47¥Ser Asn val Pro Leu Lys Glu Val Leu Trp
153 GAA OTG GRA AAT TCT GAA TTC AGA &CT TTIC
¢srGiu Leu Glu Asn Ser Glu Ph? Arg Als Phe
247 TTA GAC.ACT GTG TCA GET AGC CIC ACT ATC
g3l Leu Asp Thr Val Ser Gly Ser Leu Thr Ile

_ 301 GAT GAG TAT GAR ATG GAR TCG CCA ART AIT
101 b Asp Glu Tys Glu Met Glu Ser Pro Asn
355 TAT GIC

119 Tyr

val

1gG1 (hings, CH2, CH3)

as1 GAC
azibAsp

415 TCA

- qagkSer

469 CCT
157PPr O
523 TIC
175FPhe
577 GAG
1930 Glu
631 . CAG
211 ¥ Gin
sy CCH

. z20bProO

739 CAG
221*Gin
783 CTG
265} Len
847 AGC
283 b Ser
501 GAC
301 P Asp
955 CAG
319k Gin

1009 ACG
337FThr

AAD ACT CAC ACA
Lys Thr His Thr
GTC TTC CTC TIC
val Phe Leu Phe
GaG GTC ACA TGC
Glu Val Thr Cys
AAC TGE TAC GTG
Asn Trp Tyr Val
GAG CAG TAC AAC
Glu Gin Tyr Asn
GAC TEE CTG AAT GGEC ARG
Asp Trp Lev Asn Gly Llys
GCC CCC ATC GAG-AAA-ACC
Ala Pro Ile Glu Lys Thr
GTE TRC ACC CTG CCC CCA
Vval Tyr Thr Leu Fro Pro
ACC TGC CTG GTC AARA GGC
Thr Cys Lew Val Lys Gly
RAT GGG CAG CCe GAG AAC
Asn Gly Gin Pro Glu Asn
e TCC TTC TIC CTC TAC
Gly Ser Phe Phe Leu Tyr
GGG ARC GTC TIC TCa TGC
GJy Asn Val Phe Ser Cys

Cys Pro

Pro Pro
GTG GIG
Val Vai
GAC GGC
Asp Gly
AGC ACG
Ser Thr

e CTGE
Ser Leu

CAG ARG AGC CTC
Gin Lys Ser Leu

TGC CCA CCG TGC

Pro Cys

CCC CQCA AAR CCC

Lys Pro
GTG GAC
Val Asp
GTG GAG
val Glu
TAC CGT
Tyr Arg
GAG TAC
Glu Tyr

ATC TCC -ARA.

‘I'le Ser
TCC CCG
Ser Arg
TTC TAT
Phe Tyr
AAC TAC
Asn Tyr
AGC AMNG
Ser Lys
ToC GTG
Ser Val

TCT CCG
Ser Pro

1le

CCa
Pro
ARG
Lys
GTG
Val

GTG
val

GTG
Val

ADG
Lys

lys
GAT
Asp
cece
Pro
AAG
Lys
CTC
Leu
ATC
Met

»

GAT
Asp
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GGE GTC CTC AGC GTG GIC TeC
Gly Val Leu Ser Val Val Cys

AAT GTA ACT TIC CAT GTA CCA

Asn Val Thr Phe His Val Pro
AAA CAR AAG GAT AAA GIT GCA
Lys Gin Lys Asp Lys Val Ala
TCP TOT AAA AAT AGE GTT TAT
Ser Phe Lys Asn Arg Val Tyr
ARC TTA ACA TCA TCA GAT GRA
Asn Leu Thr Ser Ser Asp Glw
GAT ACC ATG ARG TIC TTT CIT
Asp Thr Met Lys Fhe Fhe Leu

CCT GAA CTC CTG GGG GGA CCG

Pro Glu Leu Lew Gly Gly Pro

ACC CTC ATG ATC TOC CGE ACC

Thr Lew Met 1le Ser Arg Thr

CAC GAA GAC CCT GAG GTC RAG

His Giu Asp Pro Glu Val Lys

AAT GCC AAG ACA  AAG CCG CGG
Asn Ala Lys Thr Lys Fro Arg

AGC ‘CTC CTC-ACC GTC CIG CAC
Ser Val Let Thr Val Leu His
AAG GIC TCC AARC AAA GCC CIC
Lys 'Val Ser Asn Lys Alz Leu
ARR.GES CAG CCC TGA GRA CCA
Lys Gly Gin Pro Arg Glu Pro
CTE ACC ARG AMC CAG GTC-AGC
Leu Thr Lys Asn Gin Val Ser
GAC ATC GCC QTG GAG TGG GAG
Asp 1te Ala Val Gly Trp Glu
ACG CCOT CCC GTG TTG GRC TCC
Thr Pro Pro Val Len Asp Ser
GTC GAC AMG AGC AGE TGG CAG
val Asp Lys Ser Arg Trp Gln
GAG GCT CTG CAC AAC CAC TAC
Glu Ala Leu His Asn His Tyr

CTA - TGCE -ARC TGA

Asn Leu Trp Asn e=°
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