07-04PCSEQUENCELISTING
SEQUENCE LISTING

<110> Rafasl A. Ponce, 3r.

wayne J. wallis

Matthew S. Holdren

Linda Zuckerman

Alisa M. Littau

Kirk P. van Ness

Claudia Pena Rossi

Hans Otto Lennart Graffner

<120> COMBINATION OF BLYyS AND/OR APRIL INHIBITION AND IMMUNNOSUPPRESSANTS FOR
TREATMENT OF AUTOIMMUNE DISEASE

<130> 07-04pPC

<150> 60/908 365
<151> 2007-03-27

<160> 41
<170> FastSEQ for windows version 4.0

<210> 1

<211> 1377

<212> DNA

<213> home sapiens

<220>
<Z221> CDS
<222> (14)...(892)

<400> 1

agcatcctga gta atg agt g?c ctyg g?c Cgy agc agg cga ggt ggc cgg 49
Met Ser Gly Leu Gly Arg Ser Arg Arg Gly Gly Arg
1 5 10

agc cgt gt? gac cag gag gag cgc ttt cca cag g?c ctg tggy acg g%g 97
ser Arg val Asp Gin Glu Glu Arg Phe Pro GIn Gly Leu Trp Thr Gly
15 20 25

gtg gct atg aga tcc tge cCc gaa gag cag tac tgg gat cct ctg ctg 145
val Ala Met Arg Ser Cys Pro Glu Glu GIn Tyr Trp Asp Pro Leu Leu
30 35 40

ggt acc tgc atg tcc tge aaa acc att tgc aac cat cag age c€ag cgc 153
Gly Thr Cys Met Ser Cys Lys Thr Ile Cys Asn His GlIn Ser Gln Arg
45 50 55 60

acc tgt gca goc thC tgc agyg tca ctc age tgco cge aag gag caa g?c 241
Thr Cys Ala Ala Phe Cys Arg Ser Leu Ser Cys Arg Lys Glu GIn Gly
65 70 75

adag ttc tat gac cat ctc ctg agg gac tgc aic agc tgt goc tec ate 289
Lys Phe Tyr Asp His Leu Leu Arg Asp Cys Ile Ser Cys Ala Ser Ile
80 85 90

tgt gga cag cac cct aag caa tygt gca tac ttc tgt gag aac aag ctc 337
Cys Gly Gln His Pro Lys Gln Cys Ala Tyr Phe Cys Glu Asn Lys iLeu
g5 100 105

agg agc cca gtg aac ctt cca cca gag ctc agg aga cag cgg agt gga 385
Arg ser Pro val Asn Leu Pro Pro Glu Leu Arg Arg Gin Arg Ser Gly
110 115 120

gaa gtt gaa aac aat tca gac aac tcg gga agg tac caa gga ttg gag 433
Glu val Glu Asn Asn Ser Asp Asn Ser Gly Arg Tyr Gin Gly Leu Glu
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125

cac
His

gca
Ala

goe
Ala

agy
AFg

cCy
Pro
205

age
Ser

tgc
Cys

cCo
Pro

cag
Gin

cct
Pro
285

aga
Arg

gat
Asp

gtc
val

ity
190

gco
Ala

aca
Thr

agg
Arg

acr
Thr

cct
Pro
270

gcc
Ala

ggc
Gly

cag
Gin

ctc
Leu
175

gat
ASp

aag
Lys

tec
Ser

gcg
Ala

tgt
Cys
255

tgc
Cys

cag
Gln

daaggaggag

tca
Ser

gtg
val
169

tgce
Cys

cCcC
Pro

it
S5ep

cCe
Pro

cece
Pro
240

gct
Ala

cCa
Pro

gag
Glu

ggagagagat

gaa
Glu
145

gceo
Ala

tgc
cys

tgc
Cys

tco
Ser

gag
Giu
225

acg
Thr

&ty

cac
H1s

&ty

1306

gca
Ala

Cty
Ley

tEc
rPhe

tcc
Ser

cag
Gl
210

cCa
Pro

cag
Gin

agg
Arg

atc
Ie

a1y
290

agt
Ser

gtc
val

cty
Leu

tge
Cys
195

gat
Asp

gt
va

gag
Glu

tgg
Trp

cca
Pro
275

cca
Pro

07-04PCSEQUENCELISTING

cCa
Pro

tac
Tyr

at
va
180

cag
Gin

Cac
His

gag
Glu

agce
ser

g4g9
aly
260
gac

ASp

got
Gly

ggagaggagg

gagagatatg
gagggagaga
ggcagagaag
gggagagagg
ggggcactct
gcaataaagt
aaacctttgg

<210> 2
<211> 293
<212> PRT
<213> homo

<400> 2
Met Ser
1

Gly

aggagagaga
gagacagagy
gaaagagaca
cagagagaca
gagtcccagt
cctegtyect
cagctgceect

sapiens

Leu Gly Ar
5

gacagaggag
gagagagaga
ggcagagaag
gagagggaga
fcccagigea
gctgctceaca
tcctcaaaaa

Ser

9 Arg

Arg

Glin
Ser
Ser
Phe
65

His

Glu
Cys
Cys
50

Cys

Lew

Glu
Pro
35

LYS
Arg

l.eu

Arg
20

Glu
Thr
Ser

Arg

Phe
Glu
Tle
Leu

ASp

Pro
GTn
Cys
Ser

70
Cys

Gln
Tyr
Asn
55

Cys

Ile

Gly
Trp
40

His
Arg

ser

135

cte
Leu
150

gct
sla

ceg
Pro

cty
f.au

agc
ser
165

acy
Thr

gt
Va

gcg
Ala

gee
Ala

tca
ser

cCC
Pro

cgc
Arg

atg
Met

gcyg
Ala

gaa
Glu
215

acc
Thy

tgc
Cys
230

agc
Ser

gtc

gca
val

Ala
245

acg
Thr

cac
H1s

acc
Thr

tgce
Cys

ctt
Ley

agt
ser

ggc
Gly

gca
Ala

ggagagagaa
gcagaaaggg
cagaggggaa
gagdgaggca
gagggacaga
gcrgtaggte
gceceeegaga
aaaaaaaaaa

Gly
10
Trp

Gly
Leu Thr
25

Asp

Pro lLeu

GIn ser Gln
Glin
75

Ser

Lys GTu

Cys Ala
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Ctg
Leu

aag
LYS

999
Gly

ctC
L

(ele
Cys
176

ggd
Gly

ttc
Phe
185

ctc
Leu

tgc
Cys

cCe
Pro

cgt
Arg

agg
APYg

200

age
ser

goo
Ala

TtC
phe

ttC
Phe

cct
Pro

acc
Thr
250

acce
Thr
265

aca

agg
Thr

Arg

att
Ile

gt
va

agc
Gly
280

agagaggtgg
agagaaacag
gagaggcaga
gagagggaga
gagagataga
gtcatcacct
gococtectc
aaaaa

Arg Ser Arg
Ala
30

Thr

Gty val

Leu Gly

45

Arg Thr Cys

Gly Lys Phe

Ile Cys Gly

140

cty
Leu
155

agt
Ser

cty
Leu

tgt
Cys

aag
Lys

aag
LYyS

caa

agt
Glin

Ser

cct
Piro

gt
va
220

cct
Pro
235

gag
Glu

CCC
Pro

gac
ASp

gtc
val

ctg
Leu

gt
va

tgt
Cys

taaatggggg tcagggaggy

ggagagggga
aggagacaga
gagggaaaga
gaggcagaga
gcaggaggtc
aaccacacgt
ctggagaata

val Asp
15
Met Arg

Cys Met

Ala ala

TYr Asp
80

GIn His

481

529

577

625

673

721

769

817

865

912

972

1032
1092
1152
1212
1272
1332
1377



07-04PCSEQUENCELISTING
85 G0 95
Pro Lys Gin Cys Ala Tyr Phe Cys Glu Asn Lys Leu Arg Ser Pro val
160 105 110
Asn Leu Pro Pro Glu Leu Arg Arg GIn Arg Ser Gly Glu val Glu Asn
115 120 125
Asn Ser Asp Asn ser Gly Arg Tyr GlIn Gly Leu 6lu His Arg Gly Ser
130 1335 140
Glu Ala Ser Pro Ala Leu Pro Gly Leu Lys Leu Ser Ala Asp GIn val
145 150 155 160
Ala Leu val Tyr Ser Thr Leu Gly Leu Cys Leu Cys Ala val Leu Cys
163 170 175
Cys phe Leu val ala val Ala Cys phe Leu Lys Lys Arg Gly Asp Pro
180 185 190
Cys ser Cys Gln Pro Arg Ser Arg Pro Arg GIn Ser Pro Ala Lys Ser
195 200 205
Ser Gin Asp His Ala Met Glu Ala Gly Ser Pro val ser Thr Ser Pro
210 215 220
Glu pro val Glu Thr Cys Ser pPhe Cys Phe Pro Glu Cys Arg Ala Pro
225 230 235 240
Thi Gin Glu Ser Ala val Thr pro Gly Thr Pro Asp Pro Thr Cys ala
245 250 255
Gly arg Trp Gly Cys His Thr arg Thr Thr val Leu Gln Pro Cys Pro
260 265 270
His Ile Pro Asp Ser Gly Leu Gty Ile val cys val pro Ala Gln Glu
275 280 285
Gly Gly pro Gly Ala
290

<210> 3

<211> 586

<212> DNA

<213> homo sapiens

<220
<221> CDs
<222> (27)...(578)

<400> 3
gcagcttgtg cggcggegtc ggeace atg agg cga gyg CcCC cgg age ¢ty cgg 53
Met Arg Arg Gly Pro Arg Ser Leu Arg
1 5

ggc agg gac gcg <ca goc CCC acg ccc tgc gtc ccg gcc gag tge ttc 101
GTg Arg Asp Ala Pro Ala Pro Thr Pro Cys val Pro Ala Glu Cys rhe
1 15 20 25

gac ctg ctg gtc cge cac tgc gtg goc tgoe g?g ctc ctg cge acg ccg 149
Asp Leu Leu val Arg His Cys val Ala Cys Gly Leu Leu Arg Thr pro
30 35 40

Cgg CCy aaa <Cg gcc g%g gcc agc agco CClt gog ccc agg acg geg ctg 197
Arg Pro Lys Pro Ala Gly Ala Ser Ser Pro Ala Pro Arg Thr Ala Leu
45 50 55

cag ccg cag gag teg gt g%c gcg g%g gcC ggc gag gog geg ctg cec 245
Gin Pro GIn Glu ser val Gly Ala Gly Ala Gly Glu Ala Ala Leu Pro
60 65 70

Ctyg ccc ggg ctg ctc TIt gge goc ccc geg ctg ctg ggoe ctg gea Ctg 293
Leu Pro Gly Leu Leu Phe Gly Ala Pro Ala Leu Leu Gly Leu Ala Leuy
75 80 85

gtc ctg gcg cig gtc ctg gtg ggt ctg gtg agc tyg agg cgg cga cag 341
val Leu Ala Leu Val reu val Gly Leu val ser Trp Arg Arg Arg Gln
30 95 100 165

€gg €gg ctt C¢gC gge gog toc TCC goa gag goc ¢CcC gac gga gac aag 389
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07-04PCSEQUENCELISTING
Arg Arg Leu Arg Gly Ala Ser Ser Ala Glu Ala Pro Asp Gly Asp Lys
110 115 120

gac goco cca gag ccc ctg gac aag gtc atc att cig tct ccg gga atc 437
Asp Ala Pro Glu Pro Leu Asp Lys val Ile Ile Leu Ser Pro Gly Ile
125 130 135

LCT gat gcc aca got oot goo tgg oot oct oot gogg gaa gac cca gga 485
Ser Asp Ala Thr Ala Pro Ala Trp Pro Pro Pro Gly Glu Asp Pro Gly
140 145 150

4cc acc cca cct g%c cac agt gtc cct gitg cca goco aca gag ctg g%c 533
Thr Thr Pro Pro Gly His Ser val Pro val Pro Ala Thr Glu Leu G y

155 160 165
LcC act gaa ctg gtg acc acc aag acyg goc dge ¢ct gag caa caa 578
ser Thr Glu Leu val Thr Thr Lys Thr Ala &ly Pro Glu Gln GIn
170 175 180
tagcaggg 586
<210> 4
211> 184
<212> PRT
<Z13> homo sapiens
<4Q0> 4
Met Arg Arg Gly Pgo Arg Ser Leu Arg Gly Arg Asp Ala Pro Ala Pro
1 10 15
Thr Pro Cys VS] Pro Ala Glu Cys pPhe Asp Leu Leu val Arg His Cys
2 25 30
val ala gys Gly Leu Leu Arg Thr Pro Arg Pro Lys Pro Ala Gly Ala
5 40 45
ser Ser Pro Ala Pro Arg Thr Ala Leu G1n Pro GIn Glu Ser val Gly
50 55 60
Ala Gly Ala Giy Glu Ala Ala Leu Pro Leu Pro Gly Leu Leu Phe Gly
65 70 75 80
Ala Pro Ala Leu teu Gly Ley Ala Leu 531 teu Ala Leu val Leu val
85 Q a5
Gly Leu val Ser Trp Arg Arg Arg Gln Arg Arg Leu Arg Gly Ala Ser
100 105 116
Ser Ala Glu Ala pPro Asp Gly Asp Lys Asp Ala Pro Glu Pro Leu Asp
i15 120 125 -
Lys val Ile Ile Leu Ser Pro Gly Ile Ser Asp Ala Thr aAla Pro Ala
130 135 140 )
Trp Pro Pro Pro Gly Glu Asp pro Gly Thr Thr Pro Pro Gly His ser
145 150 155 160
val Pro val pro Ala Thr Glu Leu Gly Ser Thr ¢lu Leu val Thr Thr
165 17¢ 175
tys Thr Ala Gly Pro GTu GIn GlIn
180
<210> 5
<211> 995
<212> DNA
<213> homo sapiens
<220>
<221> CDS
<222> (219)...€770)
<400> 5

aagactcaaa cttagaaact tgaattagat gtggtattca aatccttacg tgccgcgaag 60
acacagacag cccccgtaag aacccacgaa gcaggegaag ttcattgttc tcaacattct 120
agctgcetett getgeatttg ctetggaatt cttgtagaga tattacttgt ccttccagge 180
tgtrctitct gtagectcoct tgttttottt ttgtgatc atg ttg cag atg got g?g 236
Met Leu GIn Met Ala Gly
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cag
Gln

cCt
Pro

cgt
Alg

att
Ile
55

itc
Phe

gac
Asp

gac
Asp

ctc
Leu

aaa
Lys
135

gaa
Gluy

age
ser

gct
Ala

tgc
Cys

tgt
Cys

tat
Tyr
40

ctc
Leu

val

gag
Glu

cty
l.ey

gag
Glu
120

cecy
Pro

ggc
Gly

ctg
Leu

agg
Arg

tcc
Ser

caa
Gln
25

tgt
Cys

tgg
Trp

<ta
Ley

Tttt
phe

gaa
Glu
105

tac
Tyr

aag
LyS

gca
Ala

cca
Pro

caa
Gln
10

ctt
Leu

aat
Asn

ace
Thr

aty
Met

ddd
LYS
g0

aag
Lys

acg
Thr

gtc
val

acc
Thr

gct
Ala
170

aat
Asn

cga
Arg

gca
Ala

tgt
Cys

£ttt
Phe
75

ddc
Asn

agc
Ser

gt
va

gac
Asp

att
Ile
155

gct
Ala

gaa
Glu

tgt
Cys

agt
Ser

ttg
i.eu
60

tig
Leu

aca
Thy

agg
Arg

gaa
Glu

tct
Ser
140

CIit
leu

ttg

tat
Ty

tct
ser

gty
val
45

oty

cta
Leu

&ty

act
Thr

gaa
Gilu
125

gac
ASp

gtc
val

agt

07-04PCSEQUENCELISTING

itt
Phe

tct
ser
30

acc
Thr

ctg
Leu

agg
Arg

tca
S5er

&y
110

tgc
Cys

cat
His

ace
Thr

gct

Leu Ser Ala

gac
Asp
15

aat
ASh

aat
AsSn

agc
Ser

aag
Lys

&y
95

gat
Asp

ace
Thr

tgc
Cys

acg
Thr

ac
Thr
175

1

agt ttg ttg
Leu ieu

Ser

act
Thr

tca
Ser

tta
l.eu

ata
Ile
80

ctC
Leu

gaa
Glu

tgt
Cys

Tt
rPhe

aaa
LYS
160

g gag

Glu

cCt
Pro

gty
va'l

ata
Ite
65

age
ser

cty
Le

att
Ile

gaa
Glu

cca
Pro
145

acg
Thr

ata
Iie

cct
Pro

dda
Lys
50

att
Ile

tct
ser

aly

att
Ite

gac
Asp
130

ctC
l.eu

aat
AsSnh

gag
Glu

cat
His

cta
Leu
35

gyga
Gly

tct
Ser

gaa
GTu

atg
Met

ctt
Leu
115

rgce
Ccys

cCa
Pro

gac
ASD

aaa
L.ys

taattaacca tttcgactcg ageagtgeca cttraaaaat

aatagatgat gtgtcagatc tctttaggat gactgtattt
tttgtcctct aactgtggaa actctttatg ttagatatat
agcttaatgg tagaaacttc cttggtttca tgattaaagt

<210> 6

<Z211>
<Z212>

184
PRT

<213> homo sapiens

<400> 6
Leu GIn Met Ala Gly GIn Cys Ser
5

Met
1
Leu
Pro

val

Leu His 213 Cys Ile Pro Cys
0

GIn
25

Pro Leu Thr Cys GIn Arg Tyr Cys
40

35

Lys Gly Thr Asn Ala ile Leu Trp
50 55

Gln
10

Leu
Asn

Thr

ASh
Arg
Ala

Cys
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ttcagttgce gatacagett
trctctagot tactgttggg

gct
Ala
20

aca
Thr

acy
Thr

ttg
Leu

CCa
Pro

gct
Ala
100

cCy
Pro

atc
Ile

gct
Ala

tat
Tyr

tca
ser
180

5

tyc ata
Cys Ile

tgt
Cys

aat
Asn

gca
ala

tta
Leu
853

aad
ASH

aga
Arg

aag
Lys

atg
Met

tgc
Ccys
165

att
Ile

cag
Gin

gcg
Ala

gt
va'l
70

aag
LyS

atyg
Iie

ggc
Gly

agc
Ser

gag
Glu
150

aag
Lys

tCt
Ser

cttttgtcag

cttttttttt cctga

Glu Tyr Phe Asp Ser
15

Cys Ser Ser Asn Thr
30

Ser val Thr Asn Ser

45

Leu Gly Leu Ser iLeu

60

284

332

380

428

476

524

572

620

568

716

764

820

880
940
995



07-04PCSEQUENCEILISTING
Ile Ile ser teu Ala val phe val Leu Met Phe Leu Leu Arg Lys Ile

65 70 75 80
Ser Ser Glu Pro Eeu Lys Asp Giu Phe Lys Ashn Thr Gly Ser ggy Leu
5 90
Leu Gly Met Ala Asn Ile Asp Leu Glu Lys Ser Arg Thr Gly Asp Glu
100 105 110
Ile I7e Leu Pro Arg Gly Leu Glu Tyr Thr val &Tu 6Tu cys Thr Cys
115 129 125
Giu Asp Cys Ile Lys Ser Lys Pro Lys val Asp Ser Asp His Cys Phe
130 135 140
Pro Leu Pro Ala Met Glu Glu Gly Ala Thr Ile Leu val Thr Thr Lys
145 150 155 160
Thr Asn Asp Tyr Cys Lys Ser Leu Pro Ala Ala Leu Ser Ala Thr Glu
165 170 175
Ile Glu Lys Ser Ile Ser Ala Arg
180
<210> 7
<Z211> 1149
<212> DNA
<213> homo sapiens
<220>
<221> CDS
<222> (173)...(1023)
<400> 7

gaattcggca cgaggcagaa aggagaaaat tcaggataac tctcctgagg ggtgagccaa 60
gccctgecat gtagtgcacg caggacatca acaaacacag ataacaggaa atgatccatt 120
ccctgtggtc acttattcta aaggccccaa ccttcaaagt tcaagtagtg at atg gat 178
Met Asp
i

gac TCC aca gaa agg gag cag tca cgc ctt act tct tge ctt aag aaa 226
Asp Ser Thr Glu Arg Glu Gln Ser Arg Leu Thr Ser Cys Leu Lys Lys
3 10 15

aga gaa gaa atg aaa ctg aag gag tgt gttt tcc atc ctc cca cgg aag 274
Ary G%u Glu Met Lys Leu Lys Glu Cys Val Ser Ile Leu Pro Arg Lys
0 25 30

gdaa agc ccc tct gtc <ga tcc teC aaa gac dga aag ctg ctg got gea 322
Glu Ser Pro Ser val Arg Ser Ser Lys Asp Gly Lys Leu Leu Ala Ala
35 40 45 50

acc ttg ctg Ctg gca ctg ctg tct tgc tge ctc acyg gig gtg tot tic 370
Thr Leu Leu Leu Ala Leu Lteu Ser Cys Cys Leu Thr val val ser phe
55 60 55

tac cag gtg goc goo ctg caa g%g gac ctg gcc agc ctc cgg gca gag 418
Tyr Gin val Ala Ala Leu GIn Gly Asp Leu Ala Ser Leu Arg Ala Glu
70 75 80

Ctg Cag g%c CaC cac g¢g gag aag ctg cca gea g%a gca gga goc ccc 466
Leu GIn Gly His His Ala Glu Lys Leu Pro Ala Gly Ala Gly Ala Pro
85 90 95
aag gcc g?c ctg gag gaa gct cca get gtec acc gcg gga ctg aaa atc 514
Lys Ala Gly Leu Glu Glu Ala Pro Ala val Thr Ala Gly Leu Lys Ile
100 105 110

tTTt gaa cca cca ¢gct cca g%a gaa ¢ggc aac tcc agt cag aac agc aga 562
Phe Glu Pro Pro Ala Pro Gly Glu Gly Asn Ser Ser GIn Asn Ser Arg
115 120 125 130

aat aag cgt gcc gtt cag ggt cca gaa gaa aca gtc act caa gac tgc 610
Asn Lys Arg Ala val Gln Gly Pro Glu Glu Thr val Thr Gln Asp Cys
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ttg
Leu

tac
TYyr

gaa
Glu

ata
Ile
195

cta
Leu

gt
Va

aat
Asn

ctc
Leu

gat
Asp
275

caa
Gln

aca
Thr

gaa
Glu
180

tat
Tyr

att
Ile

act
Thr

tcc
Ser

caa
GIn
260

gtc
val

cty
Leu

Tttt
Fhe
165

aaa
Lys

&

cag
Glin

ttg
l.eu

tgce
Cys
245

ctt
Leu

aca
Thr

att
Ile
150

gtt
Vil

gag
Glu

cag
Gin

agg
Arg

Tttt
Phe
230

tat
Tyt

gca
Ala

ttt
Phe

135

gca
Ala

cca
Pro

aat
ASH

gtt
val

aag
Lys
215

cga
Arg

tca
ser

ata
Ile

Tttt
Phe

gac
Asp

tgy
Trp

adad
Lys

tta
Leu
200

aag
Lys

tgt
Cys

gt
Ala

cca
Pro

&y
280

agt
Sar

ctt
Leu

ata
Ile
185
tat
Tyr

gtc
val

att
Ile

ggc
Gly
aga
At

265
gca
Ala

07 -04PCSEQUENCEL TSTING

gaa
Glu

ctc
Leu
170

ttg
Leu

act
Thr

C@t
His

caa
GIn

att
1Te
250

gaa

g Glu

ttg
Leu

aca
Thr
155

age
Ser

gtc
val

gat
Asp

gte
Val

aat
AsSnH
235

gca
Ala

aat
AsSn

add
LYS

cca
Pro

Tt
rPhe

ddd
Lys

aag
Lys

Tttt
Phe
220

atg
Met

aaa
LyS

gca
Ala

ct gctgtgacct acttacacca

act
Thr

aaa
Lys

gaa
Glu

acc
Thr
205

ety

cct
Pro

ctg
Leu

caa
Gn

tgtctgtage tattttectc cctttctctg tacctctaag
ataccaaaaa aaaalaaaaaa adaaaaaaaa ccctcgageg

<210> 8
<211> 283

<212>
<21i3>

<400> 8
Met Asp Asp Ser Thr Glu
1

Lys
Arg
Ala
Ser
65

Ala
Ala
Lys
Ser
Asp

145
Gly

Lys
Lys
Ala
50

Phe
Glu
Pro
Ile
Arg
130
Cys

Ser

PRT )
homo sapiens

Arg
Glu
35

Thr
TYr
Leu
Lys
Phe
115
ASn
Ley

Tyr

Glu
20

sSer
Leu
Gln
GTn
Ala
100
Glu
LYs
Gln

Thr

5
Glu

Pro
Leu
val
Gly
85

Gly
Pro
APy

Leu

Phe

Met
Ser
Leu
Ala
70

His
Leu
Pro
Ala
Ile

150
val

Arg
Lys
val
Ala
Ala
His
Glu
Ala
val
135
Ala

Pro

Leu
Arg
40

Leu
ey
Ala
Glu
Pro
120
Gln
AsSp

Trp

Gin
Lys
25

Ser
ey
Gln
Glu
ala
105
Gly
Gly
Ser

Leu

Sey
10

Glu
Ser
Ser
Gly
Lys
30

Pro
Glu
Pro
Glu

leu
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Arg
Cys
Lys
Cys
ASD
75

Leu
Ala
Gly
Glu
Thr

155
Ser

ata
Ile

agg
Arg

act
Thr
190

tac
Tyr

gat
ASD

gaa
Glu

gaa
Glu

ata
Ile
270

aagaaagaat ctaactgaaa

caa
Gin

&y
175

ggt
Gly

gce
Ala

gaa
Glu

aca
Thr

gaa
Glu
255

tca
Ser

geogee

Pro
val
ASN
Glu
140
Pro

Phe

Thr
Ser
Gly
45

Leu
Ala
Ala
Thr
Ser
125
Thr
Thr

LyS

aaa
Lys
160
agr
Ser

tac
Tyr

atg
Met

tty
Ley

cta
Leu
240

4t

ctg
leu

Ser
Tle
30

Lys
Thr
Ser
Gly
Ala
110
Ser
va'l
Ile

Arg

145

gga
Gly

gee
Atla

tLt
Phe

gga
Gly

agt
Serp
225
cec
Pro

gat
Asp

gat
Asp

Cys
15

Leu
Leu
val
Leu
Ala
Gly
Gln
Thr
Gin

Gly

tct
Ser

cta
l.eu

Tttt
Phe

cat
His
210
cty
Leu

aat
Asn

gaa
Glu

&y

Pro
Leu
val
Arg
80

Gly
Leuy

Asn

Lys
160
Ser

658

706

754

802

850

898

946

994

1G43

1103
1149



07-04PCSEQUENCELISTING

165 170 175
Ala Leu Glu Glu Lys Glu Asn Lys Ile Leu val Lys Glu Thr Gly Tyr
180 185 180
Phe Phe Ile Tyr Gly GIn val Leu Tyr Thr Asp Lys Thr Tyr Ala Met
195 200 205
Gly His Leu Ile Gln Arg Lys Lys val His val Phe Gly Asp Glu Leu
210 215 220
ser Leu val Thr teu Phe Arg Cys Ile GIn Asn Met Pro Glu Thr Leu
225 230 235 240
BPro Asn Asn Ser Cys Tyr Ser ala ¢ly 1le Ala Lys Leu Giu 6lu Gly
245 250 255
Asp Glu Leu Gln Lew Ala Ile Pro Arg Glu Asn Ala GIn Ile Ser Leu
260 265 270
Asp Gly Asp val Thr Phe Phe Gly Ala Leu Lys
275 280
<210> 9
<211> 1680
<Z212> DNA
<213> mus musculius
<220>
<221> CDs
<222> (164)...(1093)
<400> 9

tactcactat agggcetcgag cggocgoccg gagcaggtget cotgggggaa cccagecctyg 60
ccatgctctg agggcagict cccaggacac agatgacagg aaatgaccca cocctgrggr 120
cacttactcc aaaggectag accitcaaaq tgetcoctegt gga atyg gat gag tct 175
Met Asp Giu Ser
1

gca aag acc ctg cca cca ccg tge cro tgt Tttt tge toe gag aaa gga 223
Ala Lys Thr Leu Pro Pzg Pro Cys Leu Cys Phe Cys Ser Glu Lys Gly
5 15 20

gda gat atg aaa gtg gga tat gat ccc atc act ¢cg cag aag gag gag 271
Glu Asp Met Lys val Gly Tyr Asp Pro Ile Thr Pro ¢In Lys &lu Glu
25 30 35

ggt gcc tgg trt g?g atc tgc agg gat g%a agg ctyg <ltg gct got ace 319
Gly Ala Trp phe Gly ITe Cys Arg Asp Gly Arg Leu Leu Ala Ala Thr
40 45 50

ctc cig ctg gcc ctg ttg tec age agt tic aca gcg atg tcc ttg tac 367
Leu iLeu ieu Ala Leu Leu Ser Ser Ser Phe Thr Ala Met Ser Leu Tyr
35 60 65

cag ttg gct goc tig caa gca gac cltg atg aac ctg cge atu gag ctg 415
GIn Leg Ala Ala teu GIn Ala Asp Leu Met Asn Leu Arg Met Glu Leu
7 75 80

€ag agc tac cga ggt tca gea aca cca gec goc geg ggt goet cca gag 463
Gln Ser Tyr Arg Gly Ser Ala Thr Pro Ala Ala Ala Gly Ala Pro Glu
85 90 95 100

ttg acc gCct gga gtc aaa c¢fc ctg aca ccg gca goct ¢ct c¢ga ccc cac 511
Leu Thr Ala Gly val Lys Leu Leu Thr Pro Ala Ala Pro Arg Pro His
105 110 115

aac tCC age cgc gge <ac agg aac aga cgc got titc cag g%a cca gag 559
Asn Ser Ser Arg Gly His Arg Asn Arg Arg Ala Phe 61n Gly Pro Glu
120 125 130

gaa aca gaa caa gat gta gac ctc tca gCt €ct €ct gea cca tgc crg 607
Glu Thr Glu GlIn Asp val Asp Leu Ser Ala Pro Pro Ala Pro Cys Leu
135 140 145
Page 8



cCct
Pro

g?a tgc
Gly Cys
150

att
Ile

atc
Iie

aac
ASH
165

ata
ITe

act

cga
Thi

AFg

aaa
Lys

aga
Arg

gga
Gly

oty
215

caa
Gln

aca
Thr

Tttt
Phe
230

atc
Ile

gct
Ala

agg
Gly
245

gac

gag
Asp Glu

cCC
Pro

aaa
Lys

aca
Thr

ctg
l.ey

gaa

gaa
Glu

Glu

art
Ile

tca
ser
295

cag
Gln

ctg

taa
Leu *

gagggagaaa
ctcgtgacce
gtgccatgtg
ttttctecag
gttcagaatg
tgcaggtcac
tacacacacy
aaatctagaa
aacttaatta

<210> 10
<Z211> 309
<212> PRT
<213> mus m

<400> 10

cgce

Arg His

caa
Gln

gac
ASD

cat tct
ser

tgt
Cys

07-04PCSEQUENCELISTING

caa
Gin
155

cat
H1s

cty
Leut

cag
Gln

170

3aa g?a
Lys Gly
185
aat

ASn
200

tat
Tyr

gce
Ala

TtcC
Fhe

atg
Met

ggt
Gly

cty
Leu

age
ser

act
Thr

ttg
Leu

ttc
Phe

C%t
His

ctg
Leu

tac
Tyr

aca
Thr

gag
Glu

gag
Giu

tac
Tyr
220

atc
Tle

atc

gtec
Ile

val
235

acq

gt
Thr

va

250

cty
Leu

CCC
Pro
265

gat
Asp

gga
Gly
280

aac
Asn

cgc
Arg

cagacgactyg
gttgaatcty
agttatgaga
tcctttgeca
cagggagatt
tgaagcattc
ctctittcca
gtcttgaact
aaaaggtaaa

usculus

dal
Asn

gag
Giu

b

ctcacttget ggagtgcgty atccccttce ctegtettet

aat
Asn

fccC
Ser

att
ITe

cag
Gin

gac
Asp

gac
Asp
300

gaaaaactaa
atccaaacca
aacggagecc
acacgceaccy
tCcttgtttt
acgctaagtc
ggtaatacta
ggcaatagac
aaaaaaaaaa

aat
Asn

gat gat
Asp Asp

att

cty
Ile

Leu

gea
Ala
175

it
Phe

cca
Pro

gtt
val
190

aac
Asn

aaa
LYS
205

gag
Gly

age
Ser

cag

gtt
GlIn

val

agy
Arg

cag

aa
Gln g

Lys

Tic

ctg
rhe

Leu

cga
Arg
255

tac
Tyr
270

tgc
Cys

tog
ser

att
Ile

ctt
Ley
285

gca
Ala

ttC
Phe

Tttt
Phe

acc
Thr

aagatgggga
ggaaatataa

gcgctcagaa
caacctigot
gcgarttgec
tcaggattta
tgggatacta
aaaaatcctt
aaaaaaaaaa

Mit Asp Glu Ser Ala Lys Thr Leu Pro Pro Pro
5

19

Ser Glu Lys géy Glu Asp Met Lys val Gly Tyr
25

GIn Lys Glu Glu Gly Ala Trp Phe Gly Ile Cys
40

35

Leu Ala Ala Thr Leu Leu Leu Ala Leu Leu Ser

Page 9

d4dcC
Asn

gga atg
Gly Met
160

gac
ASD

age
ser

gac
ASD

ctt
Leu

ctg
Leu

tgg
Trp

ata
Iile

ddd
LYS

gtg
val
210

cta
ey

tac
Tyr
225

acg
Thr

aad
Lys
240

Cac

gta
His

val

att

tgt
Ile

Cys

cag
GIn

atc

gct
Ile

Ala

ggc
Gly

cct
Pro

&y

€gg
APg

gag
Glu
290

cta
Leu

gcc
Ala
305

cty

aagccgrcag
cagacagcca
agaccggatg
ttttgccttg
atgagaagag
ctctccctte
tggaaaggtt
ataaattcaa
aaaaaaaaaa

Cys Leu Cys

Asp Pro Ile

30

Arg Asp Gly
45

Ser Ser Phe

ctc
Leu

aga
Arg

acg
Thr

€cg
Pro
180

Tttt

age
Phe

Ser
195

gtg

agyg
va't

Arg

CCC
Pro

gac
ASD

TET

gtc
Phe

val

aat
Asn

atg
Met
260

acg
Ala
275

499
Arg

aat
Asn

gca
Ala

dda
Lys

ctg
Leu

ftacctce

cgaaagtttt
caaccgaagt
aggaagaccy
ggtgacacat
ggcccacaac
tcatgctraag
gtrtgttttt
gtgtaaaata
aaaaaaa

rPhe Cys
15

Thr Pro
Arg lLeu

Thr aAla

655

703

751

799

847

895

943

991

1039

1087

1143

1203
1263
1323
1383
1443
1503
1563
1623
1680



Met
65

Arg
Gly
Pro
Gln
Ala
145
Met
Ser
Leu
Ile
Tyr
225
val
Ile
Gly
ATg

Ala
305

<210>
<211>
<212
<213>

<400>

50
Ser

Met
Ala
Arg
Gly
130
Pro
ASH
ASD
ey
va'l
210
Thr
His

Gln

Glu
290
Leu

Leu
Glu
Pro
Pro
115
Pro
Cys
Leu
Thr
Ser
195
vai
ASD
val
Asn
Ala
275
Asn

Lys

i1
185
PRT
homo sapiens

11

Met Arg Arg
1

Thr
val
Ala
Gly
65

Gly
vai
Ser
ASpP
Ala
145
Ser

Thr

<210> 12

Pro
Ala
ser
50

Ala
Ala
Gly
sSer
Lys
130
Trp
val

Lys

Cys
Cys
35

Ser
Gly
Pro
Leu
Ala
115
val
Pro
Pro

Thr

Tyr
Ley
Glu
100
His
Glu
Leu
Arg
Pro
180
rhe
Arg
Pro
Phe
Met
260
Arg
Ala

lLeu

Gly
val
20

Gly
Pro
Ala
Ala
val
100
Glu
Ite
Pro
val

Ala
180

Gln
Gn
85

Leu
ASH
Glu
Pro
AsSn
165
Thr
Lys
Gin
Ile
Gly
245
Pro
Leu
Gln

Leu

Pro
5
Pro
Leu
Ala
Gly
Leu
85
Ser
Ala
Ile
Pro
Pro

165
Gly

Leu
70

Ser
Thr
Ser
Thr
Gly
150
ITe
Ile
Arg
Thr
Phe
230
AsSp
Lys
Glu

Ile

Arg
Ala
Ley
Pro
Glu
760

Leu
Trp
Pro
Leu
Gly
150
Ala

Pro

55
Ala

TYP
Ala
ser
Glu
135
Cys
1le
Arg
Gly
Gly
215
Ala
Glu
The
Glu

Ser
295

Ser
Glu
Arg
Arg
55

Ala
Gly
Arg
Asp
Ser
135
Glu
Thr

Glu

07-04PCSEQUENCELISTING
60

Ala Leu GIn Ala

Arg
Gly
A

120
Gln
Arg
Gln
Lys
Asn
200
Tyr
Met
Leu
Leu
Gly

280
Arg

Lay
Cys
Thr
40

Thr
Ala
l.eu
Arg
Gly
120
Pro
ASp
Glu

GIn

Gly

va'l
105

g Gly

ASp
His
AsSD
Gly
185
Ala
Phe
Gly
Ser
Pro
265
ASp

Asn

Arg
Phe
25

Pro
Ala
Ley
Ala
Arg
105
ASp
Gly
Pro

Leu

Gln
185

Ser
a0

Lys
His
val
ser
Cys
170
Thr
Ley
Phe
His
Leu
250
Ash
Glu

Gly

Gly
10

Asp
Arg
Leu
Pro
Leu
Gln
Lys
Ile
Gly

Gly
170

75
Ala

Leu
Arg
ASD
Gln
155
Leu
Tyr
Glu
Ile
val
235
val
Asn
Ile

ASp

Arg
Leu
Pro
Gln
Leu
75

val
Arg
Asp
Ser
Thr

155
ser

ASp Leu Met

Thr
Ley
ASH
Ley
140
Hisg
Gin
Thr
Glu
Ty
220
ile
Thr
Ser
Gln

ASD
300

ASp
Leu
Lys
Pro
0

Pro
Leu
Arg
Ala
ASD
140
Thr

Thr

Page 10

Pro
Thr
Arg
125
Ser
ASp
Leu
Phe
Lys
205
Ser
GIn
Leu
Cys
Leu

285
Thr

Ala
val
Pro
45

Gln
Gly
Ala
Leu
Pro
125
Ala
Pro

clu

Ala
Pro
116
Arg
Ala
ASp
ile
val
190
Glu
Gla
APrg
Phe
Tyr
270
Ala

Phe

Pro
Arg
30

Ala
Glu
Leu
Ley
Arg
110
Glu
Thr
Pro

Leu

ASn
Ala
a5

Ala
Ala
£ro
AsH
Ala
175
Pro
Asn
val
Lys
Arg
255
Ser
Ile

rhe

Ala
15

H1s
Gly
Ser
Leu
val
Gly
Pro
Ala
Gly

val
175

Leu
80

Ala
Ala
Phe
Pro
Gly
160
ASD
Trp
LysS
Leu
iLys
240
Cys
Ala
Pro

Gly

Pro
Cys
Ala
val
Phe
80

Leuy
Ala
Leu
Pro
His
160
Thr



07-04PCSEQUENCEL ISTING

<211> 247
<212> PRT
<213> homo sapiens
<4Q0> 12
Met ser Gly Leu Gly Arg Ser Arg Arg Gly Gly Arg Ser Arg val Asp
1 5 10 15
Gin Glu Glu Arg Trp Ser Leu Ser Cys Arg Lys Glu GIn Gly Lys Phe
20 25 30
Tyr Asp His Leu Leu Arg Asp Cys ITe Ser Cys Ala Ser ITe Cys Gly
35 40 45
GIn His Pro Lys GIn Cys Ala Tyr Phe Cys Glu ggn Lys Leu Arg Ser
50 55
Pro val Asn Leu Pro Pro Glu Leu Arg Arg Gln Arg Ser Gly Glu val
65 70 75 30
Glu Asn Asn Ser Asp Asn Ser Gly Arg égr Gln Gly Leu Glu His Arg
g5 95
Gly ser Glu Ala Ser Pro Ala Leu Pro Gly Leu Lys Leu Ser Ala ASp
100 105 1106
Gin val Ala Leu val Tyr Ser Thr Leu Gly Leu Cys Leu Cys Ala val
115 120 125
Leu Cys Cys phe Leu val Ala val Ala Cys Phe Leu Lys Lys Arg Gly
130 135 140
Asp Pro Cys Ser Cys GIn Pro Arg Ser Arg Pro Arg Gln Ser Pro Ala
145 150 135 160
Lys Ser Ser Gln Asp His Ala Met Glu Ala Gly Ser Pro val Ser Thr
165 170 175
Ser Pro Glu Pro val Glu Thr Cys Ser Phe Cys Phe Pro Glu Cys Arg
180 185 180
Ala Pro Thr GIn Glu Ser Ala val Thr Pro Gly Thr Pro Asp Pro Thr
195 200 205
Cys Ala Gly Arg Trp Gly Cys His Thr Arg Thr Thr val tLeu ¢In Pro
210 215 220
Cys Pro His Ile Pro Asp Ser Gly teu Gly Ile val Cys val Pro Ala
225 230 235 240
Gln Glu Gly Gly Pro Gly ala
245
<210> 13
<211> 17
<212> PRT
<213> Artificial sequence
<220>
<223> BLyS binding polypeptide
<400> 13
Glu Cys Phe Asp Leu Leu val Arg Ala Trp val Pro Cys Ser val Leu
1 5 i0 15
Lys
<210> 14
<211> 17
<21Z2> PRT
<213> artificial Sequence
<220
<223> BLYS binding polypeptide
<4Q0> 14

Glu Cys Phe Asp Leu Leu val Arg His Trp val Pro Cys Gly Leu Leu
1 5 10 15

Arg

page 11



07~04PCSEQUENCELISTING

<210> 15

<211> 17

<212> PRT

<Z213> artificial Sequence

<220>
<223> BLYS binding polypeptide

<400> 15
Glu Cys Phe Asp teu Leu val Arg Arg Trp val Pro Cys Glu Met Leu
1 5 10 i5

Gly

<210> 16

<211> 17

<21Z2> PRT

<213> artificial Sequence

<220>
<223> BLyS binding polypeptide

<400> 16

Glu Cys Phe Asp Leu Leu val Arg Ser Trp val Pro Cys His Met Leu
1 5 10 15

Arg

<210> 17

<211> 17

<212> PRT

<213> artificial Sequence

<220>
<223> BLYS binding polypeptide

<400> 17
Glu Cys Phe Asp Leu Leu val Arg His Trp val Ala Cys Gly Leu Leu
1 5 16 15

Arg

<210> 18

<211> 1214

<Z212> DNA

<213> Artificial sequence

<220>
<223> TACI-Fc fusion protein

<221> CDS
<222> (173...(1182)

<400> 18

tattaggccyg gecacc atg gat gca atg aag aga g?g Ctc tgc tgt gtg ctg 52
G

Met Asp Ala Met Lys Arg Gly Leu Cys Cys val tLeu
1 5 10
Ctg ctg tgt ggc gec gtc ttc gtt tcg ctc age cag gaa atc cat gec
Leu Leu C{S Giy Ala val phe val ser Leu Ser GIn Glu Ile His Ala
5 20 25

gag ttg aga cgc tic cgt aga gCct atg aga tcc tgc CCcc gaa gag cag
Glu Leu Arg Arg Phe Arg Arg Ala Met Arg Ser Cys Pro Glu Glu Gln
Page 12
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148



07 -04PCSEQUENCELISTING
30 40

tac tgg gat cct ctg ctg ggt acc tgce atg tcc tgo aaa acg att tge 196
Tyr Trp Asp Pro Leu Leu Gly Thr Cys Met Ser Cys Lys Thr Ile Cys
45 50 55 60

aac cat cag agc cag Cge acc tgt gca goc tic tge agg tca cto age 244
Asn His GTn Ser Gln Arg Thr Cys Ala Ala Phe Cys Arg Ser Leu Ser
65 70 75

LGC €ge aag gag caa g?c aag tic tatv gac cat cte ¢ty agg gac tgc 292
Cys Arg Lys Glu Gln Gly Lys Phe Tyr Asp His Leu Leu Arg Asp Cys
80 85 a0

atc agc tgt gcc tco ate tgt gga cag cac cct aag caa tgt gca tac 340
Ite Ser Cys Ala ser Ile Cys Gly GlIn His Pro Lys Gln Cys Ala Tyr
95 100 145

ttc tgt gag aac aag cic agg ago cca gig aac ctt cca cca gag cte 388
Phe Cys Glu Asn Lys Leu Arg Ser Pro Val Asn Leu Pro Pro Glu Leu
110 115 120

agg aga cag <gg agt g%a gaa gttt gaa aac aat t¢a gac aac tcg g?a 436
Arg Arg Gln Arg Ser Gly Glu val Glu Asn Asn Ser Asp Asn Ser Gly
125 130 135 140

agg tac caa g%a tig gag cac aga g%c tca gaa gca agt cca get ctc 484
Arg Tyr Gln Gly Leu Glu His Arg Gly Ser Glu Ala Ser Pro Ala ieu
145 150 155

cca g%t CTC aag gag ccc aaa tct tca gac aaa act cac aca tgec cca 532
Pro Gly Leu Lys Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro
160 165 170

€¢g tgo Cca gea CCt gaa gocc gag ggg gca ccg tca ¢gtc ttc ctco tic 580
Pro Cys Pro Ala Pro Glu Ala Glu Gly Ala Pro Ser val Phe Leu pPhe
175 180 185

CCC CcCa aaa cCC aag gac acc Cte atg atc tcc ¢gg acc cct gag gic 628
Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val
190 195 200

aca tgc gtg gtg gtg gac gty agc cac gaa gac cct gag gtc aag ttc 676
Thr Cys val val val Asp val ser His Glu Asp Pro Glu val Lys Phe
205 210 215 220

aac tgg tac gtg gac ggc gty gag gtg cat aat gcc aag aca aag ccg 724
Asn Trp Tyr val Asp Gly val Glu val His Asn Ala Lys Thr Lys Pro
225 230 235

€gg gag gag cag tac aac agc acg tac cgt gtg gtc agc gtc ctc acc 772
Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg val val ser ¥a1 Leu Thr
240 245 50

gtc Ctg cac cag gac tgg ctg aat gge aag gag tac aag tgc aag gtc 820
val teu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val
255 260 265

LCC aac aaa gcc ctc cca tce tce atc gag aaa acc atc tcc aaa gcc 86§
Ser Asn Lys Ala Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala
270 275 280

adaa ggg cag CcC cga gaa cca cag gtg tac acc ctg ccc cca tec cgg 916
Lys Gly GIn Pro Arg Glu Pro Glin val Tyr Thr Leu Pro Pro Ser Arg
285 280 295 300

gat gag ctg acc aag aac cag gtc agc ctg acc tgc ctyg gtc aaa ggco 964
Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly
Page 13



07-04PCSEQUENCELISTING
305 310 315

ttc tat ccC agc gac atc gec gtg gag tgg gag agc aat ggg cag ccg 1012
Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Ash giy Gln Pro
320 325 30

gag aac aac tac aag acc acg cct cec gtg ctg gac toe gac g?c tCo 1060
Glu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp G y Ser
335 340 345

LtC ttC ctc tac age aag ctc acc gty gac aag age agy tgg cag cag 1108
Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gln GIn
350 355 360

ggg aac gtc ttc Tca tgce tce gty atg cat gag gct ctg cac aac cac 1156
Gly Asn val phe Ser Cys Ser val Met His Glu Ala Leu His Asn His
365 370 375 380

tat aCg <ay aag ago CiC too ctg ot cog g?t aaa taarctagag 1202
Tyr Thr ¢In Lys Ser Leu Ser Leu Ser Pro Giy Lys
385 390

gcgogcocaat ta 1214

<210> 19
<211> 392
<21Z2> PRT
<213> Artificial sequence

<220>
<223> TACI-Fc fusion protein

<400> 19
Mgt Asp Ala Met Lgs Arg Gly Leu Cys Cys val Leu Leu Leu ggs Gly
10
Ala val Phe ggl Ser Leu Ser Gln Gilu Iie His Ala Glu %Su Arg Arg
25
Phe Arg %rg Ala Met Arg Ser Cys Pro Giu Glu Gln Tyr Trp Asp Pro
5 40 45
Leu Leu Gly Thr Cys Met Ser Cys Lys Thr Ile Cys Asn His Gln Ser
50 55 60
Gln Arg Thr Cys Ala Ala Phe Cys Arg Ser Leu Ser Cys Arg Lys Glu
G5 70 75 80
Gin Gly Lys Phe gyr ASp His Leu Leu Sgg Asp Cys Tle Ser Cys Ala
5 95
ser Ile Cys Gly Gln His Pro Lys GIn Cys Ala Tyr Phe Cys Glu Asn
100 105 110
Lys Leu Arg Ser Pro val Asn Leu Pro Pro Glu Leu Arg Arg GIn Arg
115 120 125
Ser Gly Glu val Glu Asn Asn Ser Asp Asn Ser Gly Arg Tyr Gln Gly
130 135 140
Leu Giu His Arg Gly Ser Glu Ala Ser Pro Ala Leu Pro Gly Leu Lys
145 150 155 160
Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala
165 170 175
Pro Glu Ala Glu Gly Ala Pro Ser val Phe Leu Phe Pro Pro Lys Pro
180 185 190
Lys Asp Thr Leu Met Ile Ser Arg Thr pro Glu val Thr cys val val
195 200 205
val Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val
210 215 220
Asp Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln
225 230 235 240
Tyr Asn Ser Thr Tyr Arg val val ser val teu Thr val Leu His Gln
245 250 255
Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala
260 265 270
Leu Pro sSer Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro
Page 14



Arg
LYS
305
Asp
LYS
ser
Ser

ser
385

<2 10>
<211
<212
<213>

Glu
290
AsT
Iie
Thr
Lys
Cys

370
Leu

<220>

<223>

<221>
<227>

<400>

275
Pro

Gln
Ala
Thr
Ley
355
ser

Ser

20

1070
DINA
Artificial Ssequence

DS
(17)...(1048)

20

Ggin
val
val
Pro
340
Thr
val

Leu

va'l
Ser
Glu
325
Pro
val
Met

Ser

Tyr
Ley
310
Trp
va'l
Asp
His

Pro
350

Thr
295
Thr
Glu
Ley
LYS
Glu

375
Gly

TACI-Fc fusion protein

07-04PCSEQUENCELISTING

280
L.eu

Cys
Sar
ASD
Ser
360
Ala

Lys

Pro Pro Sser

Leu
Asn
ser
345
AP

Leu

val
Gly
330
ASD
Trp

His

Lys
315
Gln
Gly
Gln

Asn

285

Arg Asp Glu

300
Gly

Pro
ser
Gln

His
380

Phe
Glu
Phe
Gly

365
Tyr

Tyr
ASN
Phe
350
Asn

Thr

Leu
Pro
ASH
335
Ley
va'l

Gin

Thr
Ser
320
Tyr
Tyr
rPhe

LYS

tattaggccg gecacc atg gat gea atg aag aga ggg ctc tge tgt gtg ctg 52

ctg
Leu

gag
Glu

tac
Tyr
45

aac
ASnH

tgce
Cys

atc
Ile

rtc
Phe

cCy
Pro
125

CCC
Fro

ctg
Leu

ttg
Leu
30

tgg
Trp

cat
H1s

cgce
Arg

age
Ser

tgt
cys
110

tgc
Cys

cCa
Pro

tgt
Cys
15

aga
ATy

gat
Asp

cag
Gin

aag
LYS

tgt
Cys
95

gag
Glu

cca
Pro

ada
Lys

cyc
Arg

cCct
Pro

age
ser

gag
Glu
80

geo
Ala

aac
Asn

gca
Ala

CCC
Pro

Mit Asp Ala Met Lgs Arg Gly Leu Cys Cys val Leu
10

gce
Ala

ttc
rPhe

ctyg
L.eu

cag
Gln
65

caa
GIn

tcc
ser

gag
Glu

cct
Pro

aag
Lys
145

gtc
val

cgt
Arg

ctg
Leu
20

cgce
Arg

ggc
Gly

atc
Ite

ccco
Pro

gaa
Glu
130

gac
Asp

ttc
Phe

aga
Arg
35

&y

ace
Thr

aag
Lys

tgt
Cys

ddd
Lys
115

gce
Ala

acc
Thr

gtt
val
20

gct
Ala

acc
Thr

tgt
Cys

tic
rhe

gga
Gly
100

tct
Ser

gag
Glu

cic
Leu

tcy
Ser

atg
Met

tgc
Cys

gca
Ala

tat
Tyr
85

cag
Gin

tca
Ser

gg99

atg
Met

ctc
leu

aga
Arg

atg
Met

gce
Ala
70

gac
AsSp

cac
His

gac
Asp

gca
Ala

atg
Ile
150

agc
ser

tcc
ser

tee
ser
55

ttC
rhe

C@t
H1s

cct
Fro

aaa
Lys

ofels
Pro
135

tce
ser

cag
Gin

tgc
Cys
40

tgc
Cys

tgc
Cys

ctc
Leu

aag
Lys

act
Thr
120

tca
ser

cgg
Arg

Page 15

gaa
Glu
25

CCC
Pro

dad
Lys

agyg
Arg

ctg
Leu

caa
Gin
105

Cac
HTs

gte
val

acc
Thr

atc
Ile

gaa
Glu

acc
Thr

tca
Ser

agyg
Arg
90

tgt
Cys

aca
Thr

ttc
Phe

cct
Pro

cat
His

gag
Glu

att
Tle

cte
Leuy
75

gac
Asp

gea
Ala

tgc
Cys

ctc
Leu

gag
Glu
155

gcc
Ala

cag
Gln

tgc
Cys
60

age
Ser

tge
Cys

tac
Tyr

cca
Pro

ttc
Phe
140

gtc
val

100

148

196

244

292

340

388

436

484



07-04PCSEQUENCELISTENG

aca tgc gtg gtg gtg gac gtg age cac gaa gac cct
Thr cys val val val Asp val ser His Glu Asp Pro

160

aac tgg tac gtg gac g?c gtg gag
4

Asn Trp Tyr val Asp G

val Glu
175 180

Cgg gag gag cag tac aac age acyg
Arg GTu Glu GIn Tyr Asn sSer Thr
190 195

gtc ctg cac cag gac tgg ctg aat
val Leu His Gln Asp Trp Leu Asn

205

210

tCC aac aaa goc CiC cca tee toc
Ser Asn Lys Ala Leu Pro Ser ser

225

aaa ggg cag cco cga gaa cca cag
Lys Gly GlIn Pro Arg Glu Pro Gln

240

gat gag ctg acc aag aac cag gtc
Asp Glu Leu Thr Lys Asn Gln val

255 260

ttc tat cCC age gac atc goc gty
Phe Tyr Pro Ser Asp Ite Ala val
270 275

gag aac aac tac aag acc acg cct
Glu Asn Asn Tyr Lys Thr Thr Pro

285

290

ttc tic ctc tac age aag ctc acc
Phe Phe Leu Tyr Ser Lys Leu Thr

305

g?g aac gtc ttc tca tgc tcc gt
Gly Asn Val pPhe Ser Cys Ser Va

320

taC acg cag aag agc ctc tce ctg
Tyr Thr GIn Lys Ser Leu Ser Leuy

335 340

gcgcgccaat ta

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

<220>
<223>

<400>
1

21
344
PRT
artificial Sequence

TACI-Fc fusion protein
21

Met Asp Ala Metr Lys Arg Gly Leu
5

Ala val Phe val Ser Leu Ser GlIn

Phe Arg Arg Ala Met Arg Ser Cys
35

20
40

Leu Leu Gly Thr Cys Met Ser Cys
5G

55

165

gt
Va

tac
Tyr

ety

atce
Ile

gt
va
245

age
ser

gag
Glu

CCce
Pro

gtg

atg
Met
325

tct
Ser

Cys
Glu
25

Pro

Lys

Cn’g\t
H1S

cgt
AFg

aag
LysS

gag
Glu
2390

tac
Tyr

cty
Ley

tgg
Trp

gt
va

gac
ASp
310

cat
His

ccy
Pro

Cys
10

Ile
Glu

Thr

aat
Asn

gt
Va

gag
Glu
215
daa
Lys

acc
Thre

acc
Thr

gag
Glu

cty
Leu
295
aag
LyS

gag
Glu

&ty

val
His
Glu

ITe

gee
Ala

gtc
val
200
tac
TYr

acc
Thr

ctyg
Leu

tgc
Cys

agc
ser
280
gac
Asp

agc
ser

gct
Ala

aaa
Lys

Leu
Ala
Glin

Cys

Page 16

gag
GTu

aag
LyS
185

age
ser

aag
Lys

atc
Ile

cCo
Pro

ctyg
Leu
265

aat
Asn

tce
Ser

4a4g
Arg

ctyg
Leu

gtc
val
170

aca
Thi

gtc
val

tgc
Cys

tcc
Ser

cca
Pro
250

gtc
val

ety

gac
AsSp

tgyg
Trp

cac
His
330

aag
Lys

aag
Lys

ctc
l.eus

aag
Lys

aaa
Lys
235

tcc
ser

aaa
Lys

cag
Gn

oty

cay
Gln
315

dadc
Asn

taatctagag

Leu Leu Cys

15

Glu Leu Arg

30

Tyr Trp Asp
435

Asn His Gln

tEcC
Phe

cCy
Pro

acc
Thr

gtc
val
220
gcc
Ala

<gg
Arg

ety

ccy
Pro

tce
Ser
300
cag
G1n

cac
His

Gly
Arg
Pro

Ser

532

580

628

676

724

772

820

868

916

964

1012

1058

1070



Gln Arg Thr Cys Ala Ala pPhe

65

70

GIn Gly Lys Phe Tyr Asp His

Ser Ile Cys Gly Gln His Pro

100

GTu Pro Lys Ser Ser Asp Lys

115

Pro Glu ala 6lu Gly ala Pro
130 135
Lys Asp Thr Leu Met Ile Ser

145

150

val Asp val Ser His Glu Asp

165

Asp Gly val Glu val His Asn

180

Tyr Asn Ser Thr Tyr Arg val

195

Asp Trp Leu Asn Gly Lys Glu
230 2315
Leuy Pro Ser Ser Ile Glu Lys

225

230

Arg Glu Pro GlIn val Tyr Thr

245

Lys Asn Gin val Ser Leu Thr

260

Asp Ile Ala val 6lu Trp Glu

275

Lys Thr Thr Pro Pro val Leu
290 295
Ser Lys teu Thr val Asp Lys

305

310

Ser Cys Ser val Met His GTu

325

Ser Leu Ser Leu Sar Pro Gly

<210>
<211>
<Z212>
<213>

<220>
<223>

<221
<222>

<400>

tattaggccg gecacc atg gat gca atg aag aga ggg ctc tgc tgt gt
Met Asp Ala Met Lys Arg Gly Leu Cys Cys va
1 5 10

340

22

1082

DNA

Artificial sequence

TACI-Fc fusion protein

cps
(17)...(1060)

22

cty ctg Tyt ggc goo gtc ttc
Leu Leu Cys Gly Ala val phe

15

gag ttg aga cgc ttc’cgt aga
Glu Leu Arg Arg Phe Arg Arg

30 35

tac tgg gat cct ctg ctg g?t
Tyr Trp Asp Pro Leu Leu Gly

45

50

aac cat cag agc cag cgc acc
Asn His Gln Ser GIn Arg Thr

07-04PCSEQUENCELISTING

Cys
Leu
LYS
Thr
120
Ser
Arg
Pro
Ala
val
200
Tyr
Thr
Leu
Cys
Ser
280
AsSp
Ser
Ala

LyS

gtt
val
20

got
Ala

acc
Thy

tgt
Cys

Arg
Leu
Gln
105
His
val
Thr

Glu

LyS
185
s5er
Lys
Ile
Prro
Leuy
265
ASH
ser
Arg

Leu

teg
Ser

atg
Met

tgc
Cys

gca
Ala

Ser Leu Ser Cys Arg

Arg
90

Cys
Thr
Phe
Pro
val
170
Thr
val
Cys
ser
Pro
250
val
Gly
ASD
Trp

His
330

cEC
lL.eu

aga
Arg

atyg
Met

gce
Ala

Page 17

75

Asp Cys Ile Ser

Ala
Cys
Leu
Glu
155
LYys
Lys
Leu
Lys
Lys
235
Ser
LYS
Gin
Gly
Gin

315
Asn

age
ser

tcc
Ser

tCc
Ser
55

ttcC
Phe

Tyr
Pro
Phe
140
va'l
Phe
Pro
Thr
va'l
220
Ala
Arg
Gly
Pro
Ser
300
Glin

His

cag
Gln

tgcC
Cys
40

Tge
Cys

tge
Cys

rhe
Pro
125
Pro
Thr
ASh
Arg
val
205
Ser
Lys
Asp
Phe
Glu
285
phe
Gly

Tyr

gaa
Glu
25

cCcce
Pro

aaa
LYS

agg
Arg

Cys
116
Cys
Pro
Cys
Trp
Glu
190
Leu
Asn
Gly
Glu
Tyr
270
Asn
Phe
Asn

Thr

atc
Iile

gaa
Gy

acc
Thr

tca
ser

LYS
Cys
g5

Glu
Pro
Lys
val
Tyr

175
Giu

Lys
Gin
Leuy
255
Pro
ASRH
l.eu
val

Gin
335

szlt
His

gag
Glu

att
Ile

ctc
Leu

Glu
Ala
ASN
Ala
Pro
val
160
val
GIn
Gin
Ata
Pro
240
Thr
Ser
Tyr
Tyr
Phe

320
Lys

ctg 52

l.eu

gee
Ala

cag
Glin

tgc
Cys
60

agc
ser

100

148

196

244



tgc
Cys

atc
ITe

tic
Phe

cac
His
125

gtc
el

acc
Thr

aag
Lys

age
ser
205

aag
LYS

ate
Iie

CCcC
Pro

€ty
Leu

aat
Asn
285

tecc
Ser

agg
Arg

cty
l.eu

cgc
Arg

age
ser

tgt
Cys
116

aca
Thr

tte
Phe

cct
PG

gtec
val

aca
Thr
190

gtc
val

tgc
Cys

tcc
Ser

cca
Pro

gtc
val
270

999
Gly

gac
AsSp

tgg
Trp

cac
His

aag
Lys

tgt
Cys
95

gag
Glu

tgc
Cys

clc
Leu

Glu

aag
LYS
175

aag
Lys

ctc
Leu

aag
Lys

ada
LYS

tce
Ser
255

dad
Lys

cag
Gin

oty

cag
Glin

aac
Asn

gag
Glu
80

goc
Ala

aac
AST

cca
Piro

tte
rhe

gic
va'l
160

ttce
rhe

ccg
Pro

acc
Thr

gtc
va'l

gce
Ala
240

cgg
Arg

ggc
Gly

ceg
Pro

tcc
Ser

cag
Gln
320

Cac
His

65

caa
Gin

tcc
ser

aag
Lys

ccy
Pro

cce
Pro
145

aca
Thr

dac
Asn

€4y
Arg

gtc
val

tee
Ser
225

adad
Lys

gat
Asp

ttc
Phe

dag
Glu

ttc
Phe
305

ggg
Gly

tac
Tyr

ggc

atc
Ile

cte
Leu

tgc
Cys
136

cca
Pro

tgc
Cys

tgg
Trp

Glu

cty
Lel
210

adcC
Asn

gag
Glu

tat
Tyr

aac
Asn
290

Ttc
Phe

adc
Asn

acg
Thr

aag
Lys

tgt
Cys

a4gg
Arg

115

cCa
Pro

aaa
Lys

gt
va

tac
Tyr

gag
Glu
195

Cac
H1s

aaa
LYS

Gin

ctg
Let

cce
Pro
275

aac
Asn

ctc
Leu

gtc
val

cay
GIn

07 ~04PCSEQUENCELISTING
70

tec
rhe

gga
Gly
100

agce
ser

gca
Ala

cCC
Pro

gt
va

gt
Va
180

cag
Gln

cag
Gln

gcc
Ala

cCC
Pro

accC
Thr
260

agce
ser

tac
TYyr

tac
Tyr

ttc
Phe

aag
LYS

tat
Tyr
85

cag
Gin

gag
Glu

cCt
Pro

aag
LYS

gt
Va
165

gac
Asp

tac
Tyr

gac
Asp

ctc
Leu

cga
Arg
245

aag
LYS

gac
ASpP

aag
Lys

agce
Ser

tca
ser
325

age
ser

gac
Asp

cac
His

oo
Pro

gaa
Giu

gac
ASD
150

gac
Asp

oty

adc
Asn

atc
Ile

acc
Thr

aag
Lys
310

tgc
Cys

cic
Leu

cat ctc cty
His Leu Leu

cct
Pro

aaa
Lys

gce
Ala
135

acc
Thi

age
ser

ctg
Leu
215

tce
Ser

cca
Pro

cag
Gln

gcc
Ala

acqg
Thr
295

ctc
Leu

tcc
ser

tcc
Ser

aag
Lys

et
Ser
120

gag
Glu

cic
Ley

agc
ser

gag
Glu

acg
Thr
200

aat
ASH

tcc
Ser

cag
Gin

gtc
va'l

gty
val
280

cCt
Pro

acc
Thr

gty

ctyg
Leu

Page 18

caa
Gin
105

tca
ser

ety

atg
Met

cac
H1s

gtg
val
185

tac
Tyr

ety

atc
Iile

gt
Va

age
Ser
265

gag
Glu

CCC
Pro

gtg

atg
Met

tct
ser

499
Arg
90

tgt
Cys

gac
ASp

Ala

atc
Tie

gaa
Glu
170

cat
His

cgt
Arg

aag
Lys

gag
Glu

tac
Tyr
250

ctg
L.eu

tgg
Trp

gac
ASD

cat
His
330

cecg
Pro

75

gac
ASD

gca
Ala

dda
Lys

ccy
Pro

tec
Ser
155

gac
ASpD

aat
ASn

gag
Glu

aaa
Lys
235

acc
Thr

ace
Thr

gag
Glu

ctg
Leu

aag
Lys
315

gag
Glu

&ty

tgc
Cys

tac
Tyr

act
Thr

tca
ser
140

cga
AFg

CCt
Pro

geo
Ala

gtc
val

tac
Tyr
220

acc
Thr

ctg
Leu

Tgc
Cys

agc
Ser

gac
Asp
300

age
Ser

gct
Ala

aaa
Lys

292

340

388

436

484

532

580

628

676

724

772

820

868

G16

964

1012

1060



335

taatctagag gcgcgecaat ta

<210 23

211> 348
<212> PRT
<213> Artificial Segquence

<220

<223> TACI-Fc fusion protein

<400> 23

Met Asp

1

Ala val phe

Phe Arg Arg

35

teu Leu Gly

5

v

Gin Arg Thr

65

Gln Gly Lys

Ser Ile Cys

Lys Leu Arg

115

Pra Cys Pro
130
Pro Pro Lys

145

Thr Cys val

Asn Trp Tyr

Arg Glu Glu

195

va'l Leu His
210
Ser Asn Lys

225

Lys Gly GIn

Asp Glu Leu

Phe Tvyr Pro

275

Glu Asn Asn
250
Phe Phe Leu

305

Gly Asn val

Tyr Thr Glin

<210>
<211>
<212>
<Z213>

<220>
<Z223>

<221>

24
1109
DNA

val
20

Ala
Thr
Cys
Phe
Gly
100
Ser
Ala
Pro
val
val
180
Gln
Glin
Ala
Pro
Thr
260
Ser
Tvr
Tyr
Phe

LysS
340

Ser
Met
Cys
Ala
Tyr
85

Gln
Glu
Pro
LYS
val
165
Asp
Tyt
ASp
Ley
Arg
245
Lys
ASD
Lys
ser
Ser

325
ser

Leu
Arg
Met
Ala
70

Asp
His
Pro
Glu
ASp
150
AsSp
Gly
Asn
Trp
Pro
230
GTu
ASH
Ile
Thr
LYs
316
Cys

Leu

Ser
Sef
Ser
55

Phe
His
Pro
Lys
Ala
135
Thr
val
val
Ser
Leu
215
Ser
Pro
GIn
Ala
Thy
295
Leu
Ser

Ser

artificial Sequence

TAaCi-Fc fusion protein

CBs

07 -04PCSEQUENCELISTING

340

Ala Met Lys Arg Gly Leu
5

Gln
Cys
40

Cvs
Cys
Leu
Lys
ser
120
Gluy
Leu
Ser
Glu
Thr
200
ASH
Ser
Gln
val
val
280
Pro
Thr
val

Leu

Cys
Gl
25

Pro
Lys
Arg
Leuy
Gln
105
sSer
Gly
Met
His
val
185
Tyr
Gly
Ile
val
ser
265
Glu
Pro
val
Met

Ser
345

Cys
Ile
Glu
Thr
S5er
Arg
90

Cys
ASp
Ala
Ile
Glu
170
His
Arg
Lys
Glu
Tyr
250
Leu
Trp
val
AsSp
His
330
Pro

val
His
Glu
ile
Leu
75

ASp
Ala
Lys
Pro
ser
155
Asp
Ash
val
Glu
LYS
235
Thr
Thr
Gluy
Leu
Lys
315
Glu

Gly

Leu
Ala
Gin
Cys
60

Ser
Cys
TYr
Thr
Ser
140
Arg
Pro
Ala
val
Tyr
220
Thr
L.eu
Cys
Ser
Asp
300
Ser
Ala

Lys

Page 19

345

Leu

Tyr
45

Asn
Cys
Ile
Phe
His
125
val
Thr
Glu
Lys
Ser
205
LYsS
Ile
Pro
Leu
Asn
285
Ser
Arg

Leu

Leu
Leu
30

Trp
His
Arg
Ser
Cys
110
Thr
Phe
Pro
val
Thr
120
val
Cys
ser
Pro
val
270
Gly
Asp
Trp

His

Cys
15

ATg
ASp
Gln
Lys
Cys
Gclu
Cys
Leu
Giu
LysS
175
Lys
lLeu
Lys
Lys
Ser
255
Lys
Gln
Gly
Gln

Asn
335

Gly
Arg
Pro
ser
Glu
Ala
ASh
Pro
Phe
val
160
Phe
Fro
Thr
vall
Ala
240
Arg
Gly
PIrQ
Ser
Gln

320
His

1082



<222> (17%...(1080%)
<400> 24

tattagygccyg gocace atg gat gca atg aag aga
Met Asp Ala Met Lys Arg
1 5

ctg
Leuy

gag
Glu

tac
Tyr
45

aac
Asn

tgo
Cys

atrc
Ile

tEC
Phe

agyg
Arg
125

gca
Ala

ceC
Pro

cag
Gin
205

cag
GIn

gcc
Ala

CCC

ctg
Leu

tgt
Cys
15

ggc
Gly

ttg aga cgc

Leu
30

tgg
Trp

cat
His

€gc
Arg

age
ser

tgt
Cys
110

gag
Glu

cct
Pro

aag
Lys

gac
Asp
190

tac
Tyr

gac
Asp

ctc
Leu

cga

Arg

gat
AsSp

cag
GIn

aag
LYS

tot
Cys
95

gag
Glu

cCo
Pro

gaa
Glu

gac
ASp

gac
Asp
175

&ty

adC
Ash

tgg
Trp

cca
Pro

gaa

Arg

cCt
Pro

age
Ser

gag
GTu
80

gce
Ala

aacC
Asn

daad
Lys

gcc
Ala

acc
Thr
160

gty
val

agc
Ser

ctg
Ley

tce
Ser
240

CCa

07-04PCSEQUENCELISTING

gce gtc tic git teg

Ala

Tte
Phe

ctyg
Leu

cag
Gin
65

caa
Glin

tcc
5er

aag
LYysS

tCct
Sepr

gag
Glu
145

ctc
L.eu

age
Ser

gag
Glu

acyg
Thr

aat
Asn
225

tcc
Ser

cag

val

cgt
Arg

cig
ey
50

cgc
Arg

ggc
Gly

atc
Ile

cte
Leu

tca
ser
136G

oty

atg
Met

cac
H1s

gt
va

tac
Tyr
210

ggc
Gly

arc
Ile

gtg

rhe

aga
Arg
35

ggt
Gly

ace
Thr

aag
LYS

tgt
Cys

agg
APrg
115

gac
Asp

gca
Ala

atc
Ite

gaa
Glu

cat
His
195
cgt
Arg

aag
Lys

gag
Glu

tac

val
20

gct
Ala

ace
Thi

tgt
CYS

ttc
Phe

gga
Gly
100

agc
ser

aaa
Lys

ccg
Pro

TcC
Ser

gac
Asp
138G
aat
Asn

gt
va

Glu

dda
LYS

acC

Ser

atg
Met

toc
Cys

gca
Ala

tat
Tyr
85

cag
Gln

cca
Pro

act
Thr

tca
Ser

€gg
Arg
165

cct
Pro

gce
Ala

gtc
val

tac
Tyr

acc
Thr
245

ctyg

CtC agc
Ley Ser

aga tce
Arg Ser

atg tecc
Mel Ser
55

gce ttc
Ata phe
70

gac cat
Asp His

cac CCt
H1s5 Pro

gtg aac
vail Asn

cac aca
His Thr
135

gte ttc
val phe
150

ace cct
Thr Pre

gag gtc
Glu val

aag aca
Lys Thr

agc gtc
ser val
215

aag tgc
Lys Cys
230

atc tcc
Ile Ser

Lo CCa

4

g ctc tge tgt gtg ctg 52

¥ Leu Cys Cys val Leu
14

cag
Gin

tge
Cys
40

g
Cys

tgc
Cys

ctc
Leuy

aag
Lys

ctt
Leu
120

tgc
Cys

CtC
ey

Glu

aag
Lys

aag
LYS
200

ctc
Leu

aag
Lys

aaa
Lys

tcc

Page 20

gaa
Glu
25

cec
Pro

ddd
Lys

ag9g
Arg

ctg
Leu

caa
Gin
105

cea
Pro

cca
Pro

ttC
rhe

gte
val

ttc
Phe
185

ccg
Pro

acc
Thr

gtc
val

gcc
Ala

g9

ate
Ile

gaa
Glu

ace
Thr

tca
Ser

agg
Arg
90

tgt
cys

cca
Pro

c€cg
Pro

CCC
Pro

aca
Thr
170

dacC
Asn

¢gg
Arg

gtc
vaTl

tcc
Ser

aaa
LYS
250

gat

cat
His

gag
Glu

att
Ile

ctc
leu
75

gac
Asp

gca
Ala

gag
Giu

tge
Cys

cca
Pr'g
155

tgce
Cys

tgg
Trp

Gy

ctg
Leu

aac
Ash
235

a1y

gag

goo
Ala

cag
Gln

tgc
Cys
60

agc
Ser

tgc
Cys

tac
Tyr

ctc
L.eu

cca
Pro
140

aaa
LYS

cac
His
220

aaa
LYS

cag
Gln

ctg

1006

148

196

244

292

340

388

436

484

380

628

676

724

772

820



Pro

acc
Thr

agc
ser
285

tac
Tyr

tac
Tyr

Ttc
Phe

aag
Lys

<210>
<211>
<212>

Arg

aay
LyS
270

gac
ASD

aag
Lys

age
Ser

tca
ser

age
ser
350

25
357
PRT

Glu
255

aac
AsN

atc
Ile

acce
Thr

aag
Lys

tge
Cys
335

cte
Leu

Pro

cag
Gln

gce
Ala

acqg
Thr

ctc
Leu
320

teo
Ser

tec
Ser

GIn

gtc
val

gty

cct
Pro
305

acc
The

gt
vVa

ctg
Leu

val

agc
ser

dgag
Glu
290

cCC
Pro

gt
va

atg
Met

Tt
Ser

Tyr

ctyg
Ley
275

tgg
Trg

cat
His

cey
Pro
355

<213> artificial Sequence
<220>

<223>
<400

Met Asp ala

1
Ala

Phe
Leu
GlIn
65

Gln
Ser
Lys
Ser
Glu
145
Leu
Ser
Glu
Thr
ASn

225
ser

val
Arg
Leu
50

Arg
Gly
Ile
Leu
Ser
130
Gly
Met
His
val
Tyr
210
Gly

Ile

Phe
Arg
35

Gly
Thr
Lys
Cys
Arg
115
ASp
Ala
Ile
Glu
His
195
Arg
Lys

Glu

Met Lys Arg
5

val
20

Ala
Thr
Cys
Phe
Gly
100
ser
LyS
Pro
Ser
ASD
180
ASH
val
Glu

Lys

Ser
Met
Cys
Ala
Tyr
85

Gin
Pro
Thr
Ser
Arg
165
Pro
Ala
val
Tyr

Thr

Leu
Arg
Met
Ala
70

Asp
His
va'l
His
val
150
Thr
Glu
Lys
ser
Lys

230
Ile

Gly
Ser
Ser
Ser
55

Phe
His
Pro
ASp
Thi
135
Phe
Pro
val
Thr
vat
215
Cys

Ser

07-04PCSEQUENCELISTING
Thr Leu Pro Pro Ser Arg Asp Glu Leu

260
acc
Thr

gag
Glu

cty
Leu

aag
LysS

gag
Glu
340

&y

TACI-FC fusion protein

25

ey
Gln
Ccys
40

Cys
Cys
Ley
LyS
Leu
120
Cys
Leu
Glu
Lys
Lys
200
Leu
Lys

LYS

tge
Cys

ageo
sar

gac
Asp

agc
ser
325

gct
Ala

aaa
LYS

Cys

Glu
25
Pro

cty
Leu

aat
Asnh

e
ser
316

agg
ATg

cty
Leu

taa

*

Cys
10

Ite
Glu
Tht
Ser
Arg
90

Cys
PO
Pro
Pro
Thr
170
Asn
Arg
val
Ser

Lys

265

gtc aaa g?c tte tat ccc
val Lyg Gly rhe Tyr Pro
28

9?9 €ag €Cg gag aac aac
Gly GTrnt Pro Glu Asn Asn
295 300

gac ggc tcc tto tte cte
Asp Gly Ser Phe Phe Leu
315

tgy cag cag g%g aac gtc
Trp Gin GIn Gly Asn val
330

Cac aac cac tac acg cag
His Asn His Tyr Thr Gln
345

tctagaggeyg cgocaatta

val Leu Leu Leu Cys Gly
15
His Ala Glu Leu Arg Arg
30
Glu GTn Tyr Trp Asp Pro
45
Ite Cys Asn His GIn Sser
60
Leu Ser Cys Arg Lys Glu
75 80
Asp Cys Ile Ser Cys Ala

Ata Tyr pPhe Cys Glu Asn

Glu Leu Arg Glu Pro Lys
125
Cys Pro Ala pro Glu Ala
140
Pro Lys Pro Lys Asp Thr
155 160
Cys val val val Asp val
175
Trp Tyr val Asp Gly val

Glu GTu Gln Tyr Asn Ser
205
Leu His GIn Asp Trp Leu
220
Asn Lys Ala Leu Pro Ser
235 240
Gly G1n Pro Arg Glu Pro

Page 21

868

9216

964

1412

1069

1109



07 - 04PCSEQUENCELISTING
245 250 255
Gin val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Glin
260 265 270
val ser Leu Thr Cys teu val Lys Gly Phe Tyr Pro Ser Asp Tle Ala
275 Z80 285
val Glu Trp Glu Ser Asn Gly 6In Pro Glu Asp Asn Tyr Lys Thr Thr
290 295 300
Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu
305 310 315 320
Thr val Asp Lys Ser Arg Trp GIn GIn Gly Asn val phe Ser Cys Ser
325 330 335
val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser
340 345 350
Leu Ser Pro Gly Lys
355

<210> 26

<Z211> 311

<21Z2> PRT

<213> Artificial sequence

<220>
<223> BAFF-R-fc fusion protein

<400> 26
Met Ser Ala Leu teu Ile Leu Ala Leu XS] Gly aAla ala val ala ser
1 5 15
Thr Arg Arg Gly Pro Arg Ser Leu ggg Gly Arg Asp Ala Pro Ala pro
20 30
Thr pPro ggs val Pro Ala Glu Cys Phe Asp Leu lLeu X?1 Arg His Cys
40
val éga Cys Gly Leu Leu ?rg Thr Pro Arg Pro Lys Preo Ala Gly Ala
5 60
Ser Ser Pro Ala Pro Arg Thr Ala Leu Gln Pro Gin Glu Ser 6ln val
65 70 75 80
Thr Asp Lys Ala gga His Tyr Thr Leu Cys Pro Pro Cys Pro Ala Pro
90 95
Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys
100 105 110
Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val val
il5 120 125
Ala val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp
130 135 140
Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr
145 150 155 160
Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His GIn Asp
165 170 175
Trp teu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu
180 185 190
Pro Ala Pro Ite Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg
195 200 205
Glu Pro G1n val Tyr Thr Leu Pro Pro Ser Arg Glu GTu Met Thr Lys
210 215 220
Asn Gln val Ser Leu Thr Cys iLeu val Lys Gly Phe Tyr Pro Ser Asp
225 230 235 240
ITe Ala val Glu Trp Glu Ser Asn Gly GlIn Pro GTu Asn Asn Tyr Lys
245 250 255
Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe pPhe Leu Tyr Ser
260 265 270
Lys teu Thr val Asp Lys Ser Arg Trp Gln Gln Gly Asn val phe ser
275 280 285
Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser
290 295 300
Ley Ser Leu Ser Pro Gly Lys
305 310
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07-C4PCSEQUENCELISTING

<210> 27

<Z11> 29

<212> DNA

<Z13> artificial sequence

<2 20>
<223> Primer sequence

<dQ0> 27
tattaggeog gecaccatgg atgeaatga

<Z210> 28

<211> 29

<21Z2> DNA

<213> Artificial sequence

<220
<223> Primer seguence

<400 28
tgaagatity ggctcctiga gacctgyga

<210> 29

<Z211> 29

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer sequence

<400> 29
tcccaggtct caaggagecce aaatcttca

<210> 30
<211> 36
<212> DNA
<213> artificial Sequence

<220>
<Z223> Primer seguence

<400> 30

taattggcge goctctagat tatttacccg gagaca

<210> 31

<211> 30

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer sequence

<400> 31

tgaagatttg ggctcgttct cacagaagta

<210> 32

<211> 31

<212> DNA

<213> artificial sequence

<220>
<Z223> Primer sequence

<400> 32

atacttctgt gagaacgage ccaaatctte a

<210> 33
<211> 30

29

29

29

36

30

31



07 -04PCSEQUENCELISTING
<212> DNA
<213> Artificial Sequence

<220>
<223> Primer sequence

<4030> 33
tttgggctcg ctcoctgaget tgttctcaca 30

<210> 34

<211> 28

<212> DNA

<213> Artificial Seqguence

<220>
<223> Primer sequence

<400> 34
ctcaggagog agoccaaatc ttoagaca 28

<210> 35

<211> 26

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer sequence

<400> 35
tttgggcice ctgagcetectg gtggaa 26

<210> 36
<211> 28
<212> DNA
<213> Artificial Sequence

«<220>
<223> Primer sequence

<400> 36
gagctcaggg agcccaaatce ttcagaca 28

<210> 37

<211> 1216

<212> DNA

<213> homo sapiens

<220>
<221> CDS
<222> (141)...(89)

<400> 37
gaattcggct cgageottit tatttctect tgcgtaacaa ccttottcoc ttctgeacca 60
ctgccecgtac ccttacccge cccgecacct ccttgctace ccactcttga aaccacaget 120
gttggcaggg tccccagetc atg cca goc tca tet cct tte ttg cta gec ccc 173
Met Pro Ala Ser Ser Pro Phe Leu Leu A}a Pro
1 > 0

aaa ggg cct cca g?c aac atg g%g ggc cca gtc aga gag ccg gca ctc 221
Lys Gly Pro Pro Gly Asn Met Gly Gly Pro val Arg Glu Pro Ala Leu
i5 20 25

tca gtt gcc ctc tgg ttg agt tyg ggg gca goet Ctg ggg goc gtg get 269
Ser val Ala Leu Trp Leu Ser Trp Gly Ala Ala Leu Gly Ala val Ala
30 35 40

tgt gcc atg gct ctg ctg acc caa caa aca gag ctg cag age ctc agg 317
Cys Ala Met Ala Leu Leu Thr Gln GIn Thr Glu Leu Gln Ser Leu Arg
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aga
Arg
60

gt
va

tat
Tyr

gaa
Glu

gaa
Glu

tagg
Trp

ddaa
Lys
110

acc
Thr

caa
Gin

aac
Asn

ace

gce
Thr

Ala
123

ctt
Ley

cca
Pro
140

gct
Ala

atc

cga
Ile

Arg

cag
Glin

caa
Gln

&ty

ccy
Pro

gac
ASp

gt
va

agg
APy

cag
Gin
180

gac
Asp
205

<4y
Arg

cac
Hisg
220

caa
Gln

9d9
Gly

ctt
Leu

ctc
Leu

aaC
ASn

tgattgtgtt
cagccaagag
gtttggctec
cggatatctt

gcgggggacyg
acagcaccac

<210> 38

<21l> 250
<212> PRT
<213> homo

<400> 38

agc
Ser

cggq
Arg

cCC
Pro

tgy
Trp

80

aat
Asn

gag
Glu
95

cag

aag
Gin

LyS

tCo
Ser

aag
Lys

cgt
Aryg

agg
Arg

ctg
Leu
65

cag
Gln

a1y

aag
Lys

gat
ASD

ety

07-04PCSEQUENCELISTING

50

cag

gga
Gln

Gly

cte
ey

agt
Ser

gag
Glu

aga
Arg

cac
His
115

cag
Glin

gac tce
Asp Ser
130

aga
Arg

ggc
Gly

145

gat
Asp

gct
Ala
160

Ttc
Phe

act
Thr
175

act
Thr

gag
Glu

gce
Ala

gat
Asp

Sty

acg
Thr

cta
Leu

aac
Asn

ctg
ifeu

tat
Tyr

&y

cga
Arg
1985

gtt
val

atg
Met

TtcC
Phe

age
ser
210

tgc
Cys

agt
Ser

gtc
val

225

tct
ser

cca
Pro
240

ataaaaagtg
ctgagtatat
ccgttectea
gcrictgtte
ggcgccagge
catctagcgg

sapiens

cat
Hts

dCcC

&ty Thr

gcteccaget
aaaggagagg
cttticcctt
cccatggage
attgttcaga
ccgeeg

aca

gga ggc
Thr G

Gly Gly
70

gag
Glu
85

cag

CCg
Gin

Pro

tee
ser
100

aaa
Lys

€9y
Arg

tct
Ser

gtc
val

cty
Leu

aca

gat
Thr

Asp

gtg
val

cta
Leu

cag
GlIn

gee
Ala
150

tat
Tyr

ctg
Leu

ctg
Leu
165

cag
GIn
180

tgt
Cys

gt
Va

gtg
val

ata
Ile

aga
Arg

tat
Tyr

agc
ser

gca
Ala

ata
Ile

att
ile

cce
Pro
230

&ty

tggaagacca
gaatgtgcay
ttcattccca
tccgaattct

cctggtcgygyg

itc
Phe

ctg
Leu
245

Mit Pro Ala Ser Ser Pro Phe Leu Leu Ala Pro
5

i0

Asn Met Gly géy Pro val Arg Glu Pro Ala Leu
25

55

cCC Tt Cagy
Pro Ser Gin

tee
sSer

gat
ASD

agt
Ser

agg
Arg

aga
Arg

gca
Ala
105

cac
H1s

gte

ctg
val

Leu
120

gty
vl

31y

cag
GIin

atg
Met

Jag
Glu
135

Caa

tat
Gln 3

Tyr

gtc
val

age
Ser

tct
Ser

cga
Arg

gaa
Glu
185

cCcC
Pro

agt
Ser

atg
Met
200

ttC

gtc
Phe

ggt
val

Gly
215

€gg
Arg

gca
Ala

agg
Arg

Tttt
Phe

gtg aaa
val Lys

gggtgggtac
gaacagaggc
cceectagac
tgcgtgtgty
gcccactgga

aat
Asn

gce
Ala
G0

gtg
vai

cCC
Pro

tgg
Tip

ggt
Gly

ctyg
Ley
170

STy

tcc
ser

C@t
His

gcg
Ala

cty
L.eu
250

ggg
Gly
75

ctg
Leu

cto
Ley

att
Ile

caa
aln

gtc
val
155

Tttt
rhe

caa
Gln

cac
His

tta
Leu

aaa
LysS
235

atactggaga
gtcrioctyy
trtgatttta
tagatgaggg
agcatccaga

Lys Gly Pro Pro Gly
15

Ser val Ala Leu Trp

Leu Ser Trp Gly Ala Ala Leu Gly Ala val Ala Cys Ala Met Ala Leu
Page 25

365

413

461

509

557

605

653

701

749

797

845

8590

950

1010
10790
1130
1190
1216



35

Leu Thr GIn GlIn Thr
50
Leu Gin Gly Thr Gly

65

GIn Ser Leu Pro Glu

85

Gly Glu Arg ser Arg

100

Lys GIn His Ser val

ASp

ASp
130

11s
Ser Asp val

Gly Arg Gly Leu Gln

145

Gly val Tyr Leu Leu

165

Thr Met Gly 61n val

180

Leu Phe Arg Cys Ile

195

Asn Ser Cys Tyr Ser
210
Leu Ser val Tle Ile

225

<210>
<211>
<Z21Z2>
<213>

<220>
<2231>
<222>

His Gly Thr pPhe Leu
245

39
762
DNA
homo sapiens
cDs
(7)...(759)
38

<400>

Glu
Gly
70

Gln
Lys
Leu
Thr
Ala
150
Tyr
val
Arg
Ata
Pro

230
Gly

Lau
55

Pro
ser
Arg
His
Glu
135
Gln
ser
Ser
ser
Gly
215
Arg

FPhe

07-04PCSEQUENCELISTING
40

GlIn
Ser
Ser
Arg
Leu
120
vai
Gly
Gln
Arg
Met
200
val
Ala

val

Ser
Gln
ASD
Ala
105
val
Met:
Tyr
val
Glu
185
Fro
pPhe
Arg

LyS

Leu Arg

Asn Gly
75

Ala Leu

90

val Leu

Pro Tle
Trp Gin
Gly val
155
Leu Phe
170
Gly GlIn
Ser His
His Leu
Ala Lys
235
Leu
250

Arg
60

Glu
Glu
Thr
ASnh
Pro
140
Arg
Gin
Gly
Pro
His
220
Leu

45
Glu

Gly
Ala
Gn
Ala
125
Ala
ite
ASp
Arg
ASD
205
Gin

Asn

val
Tyr
Trp
LYS
110
Thr
Leu
Gln
val
Gini
190
Arg
Gly

L.eu

ser Ardg

Pro Trp
30

GTu Asn

95

GIn Lvys

Ser Lys
Arg Arg
Asp Ala
160
Thr phe
175
Glu Thr
Ala Tyr
Asp Tle

Ser Pro
240

ggatcc atg aag cac ctg tgg ttc tte ¢tc ctg ctg gtg geg get coc
Met Lys His Leu Trp Phe Phe Leu Leu Leu val ala Ala Pro

1

aga tgg gtc ctg tcc
Arg Trp val beu Ser

i5

a ¢cg tge cca gea

Pro Pro Cys Pro Ala

35

tiC ¢Ce c¢ca aaa ccc
Phe Pro Pro Lys Pro

50

gtc aca tgc gtg gty
val Thr Cys val val

65

ttc aac tgg tac gty
pPhe Asn Trp Tyr val

80

cCyg Ccyg gag gag cag
Pro Arg Glu Glu GIn

95

acc gte ctg cac cag

gag
Glu
20

cCct
Pro

aag
LyS

gtg
val

gac
Asp

tac
Tyr
100

gac

b
cce
Pro

gaa
Glu

gac
Asp

gac
Asp

ggc
Gly
85

aac
Asn

tgg

aaa
Lys

ctc
Leu

acc
Thr

gty
val
70

gtg
val

age
Ser

ctyg

tct
Ser

ctg
Leuy

ctc
Leu
55

agc
ser

gag
Glu

acy
Thr

aat

tgt gac
Cys Asp
25

9%9 gga
Gly Gly
40

atg atc
Met Tle

cac gaa
His Glu

gty cat
val His

tac cgt
Tyr Arg
105

ggc aag

10
aaa
Lys

ccg
Pro

tcc
Ser

gac
Asp

aat
Asn
80

gty
val

gag

Page 26

act
Thr

cgg

cct
Pro
75

gecce
Ala

gte
val

tac

cac
His

gtc
val

acc
Thr
60

gag
Glu

aag
Lys

age
Ser

aag

aca tgc
Thr Cys
30

ttc ctg
Phe teu
45

cct gag
Pro Glu

gtc aag
val Lys

aca aag
Thr Lys

gtc ctc
val Leu
110

tgc aag

48

96

144

192

24G

288

336

384



Thr

gtc
val

gcc
Ala

<gg
Arg

cCy
Pro

tce
Ser

cag
Gln

cac
His

<210>
<211>
<Z212>
<213>

<400>

val

tce
Ser

aaa
Lys

gat
Asp
160

tic
Phe

gag
Glu

ttc
Phe

gg4g
Gly

tac
Tyr
240

ey

aac
Asn

ggg
Gly
145

gag
Glu

tat
Tyr

daadc
Asn

ttcC
Phe

aac
Asn
225

acg
Thr

46

251
PRT
homo sapiens

40

His

ada
Lys
130

cag
Glin

cty
Leu

CCC
Pro

aac
Asn

cte
Ley
210

gtc
val

cag
Gin

Gln
115

gcc
Ala

CCe
Pro

ace
Thr

agc
ser

tac
Tyr
195

tac
Tyr

TEC
Phe

aag
Lys

Met Lys His iLeu Trp

1

val Leu Ser Glu

Cys
Pro
Cys
55

Trp
Glu
Leu
Ash
Gly
145
Glu
Tyr

AShH

Pro
Lys
50

val
TYr
Glu
His
LYS
130
Glin
L.eu
Pro

Asn

Ala
35

Pro
val
val
Glin
GIn
115
Ala
Pro
Thr
Ser

Tyr
195

20
Pro

Lys
val
ASp
Tyr
100
Asp
Leu
Arg
Lys
ASp

180
Lys

>
Pro

Glu
ASp
Asp
Gly
85

AsSh
Trp
Pro
Gluy
Asn
165
Ile

Thr

AsSp

ctc
Leu

cga
Arg

aag
LYS

gac
Asp
180
aag
Lys

age
Ser

tca
Ser

agc
ser

Phe
Lys
Leu
Thr
val
val
ser
Leu
Ala
Pro
150
Gln
Ala

Thr

Trp

cca
Fro

gaa
Glu

aac
Asn
165
atc
ITe

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu
245

Phe
Ser
Leu
Ley
5%

Ser
Glu
Thr
AsSn
Pro
135
Glin
val
val

Pro

07-04PCSEQUENCELISTING

Leu Asn Gly Lys Glu Tyr Lys

gce
Ala

cca
Pro
150
cag
Gln

gee
Ala

acy
Thr

ctc
Leu

tce
Ser
230

tcc
sSer

Leu
Cys
Giy
40

Met
His
val
Tyr
Gly
120
Ile
val
ser
Glu

Pro
200

cce
Pro
135
cag
Gin

gtc
val

gt
va

cct
Pro

acce
Thr
215

gtyg
val

cty
Leu

Leu
Asp
25

Gly
Ile
Glu
His
Ar

105
Lys
Glu
Tyr
ley
Trp

185
val

120

atc
Ile

gty
val

age
ser

gag
Glu

cec
Pro
200

gtg
val

atg
Met

tct
Ser

Leu
10

Lys
Pro
Ser
ASp

Asn

g val

Giu
Lys
Thr
Thr
170
Glu

Leu

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

185

gty
val

gac
ASp

cat
His

ccg
Pro

val
Thr
Ser
Arg
Pro
75

Ala
vai
Tyr
Thr
Leu
155
Cys
Ser

ASp

aaa
Lys

ace
Thr

acc
Thr
170

gag
Glu

cty
Leu

aag
Lvs

Glu

ggrt
Gly
250

Ala
His
val
Thr
Glu
Lys
Ser
Lys
Ile
140
Pro
Leu

AsSn

Ser

Page 27

acc
Thr

ctg
Leu
155
tge
Cys

agc
ser

gac
Asp

age
ser

gct
Ala
235

aaa
Lys

Ala
Thr
Phe
45

Pro
val
Thr
val
Cys
125
ser
Pro
val
Gly

Asp
205

atc
Ile
140
cCe
Pro

ctg
e

aat
AsH

tcc
Ser

agg
Arg
220
cty
Leu

tga

Pro
Cys
30

L.eu
Glu
Lys
Lys
Leu
110
Lys
Lys
Ser
Lys
Gln

190
Gly

Cys
125

tCe
ser

CCa
Pro

gtce
val

oty

gac
Asp
205

tgg
Trp

cac
His

Arg
15

Pro
Phe
val
pPhe
Pro
95

Thr
val
Ala
Arg
Gly
175
Pro

Ser

Lys

add
Lys

tce
Ser

aaa
Lys

cag
GIn
190

ggc
Gly

cag
Gln

aac
AsSN

Trp
Pro
Pro
Thr
Asn
80

Arg
val
Ser
L.ysS
Asp
160
Phe
Glu

Phe

432

480

528

624

672

720

762



07-04PCSEQUENCELISTING
Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gln GIn Gly
220

210 215
Asn val Phe Ser Cys Ser val Met His Glu Ala Leu His Asn His Tyr
225 230 235 240
Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

245 250

<210> 41
<211> 35
<Z212> PRT

<213> artificial Sequence

<220>
<223> optimized tPA Teader

<400> 41
Met Asp Ala Met Lys Arg Gly Leu Cys Cys val Leu Leu Leu Cys Gly
1 5 i0 i5

Ala val phe val Ser Leu Ser GIn Glu Ile His Ala Glu Leu Arg Arg
30

Phe Arg Arg
35
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