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FIG. 1A

Heavy Chain IgG1 Constant Region
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FIG. 2A

Kappa Chain Constant Region
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FIG. 3A

1119 Heavy Chain Variable Region
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FIG. 4A

1119 Kappa Chain Variable Region
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FIG. 5A

1118 Heavy Chain Variable Region
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FIG. 8D

1118* Heavy Chain Variable Region
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FIG. 6A

1118 Kappa Chain Variable Region
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FIG. 7A

1121 Heavy Chain Variable Region
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FIG. 8A

1121 Kappa Chain Variable Region
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FIG. 8C

1121* Kappa Chain Variable Region
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Fig. 9

A549 Assay

Fluorescence, 590nm
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Fig. 10

THP1 assay
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Fig. 11

Blockade of hiFNy (17.6 pM)
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Figure 14
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Figure 15
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01-1635-B.ST25
SEQUENCE LISTING

<110> Amgen, INnc.
welcher, Andrew
chute, Hilary
ii, Luke

Huang, Haichun

<120> Human anti-IFN-gamma Neutralizing Antibodi ] -
Inhibitors g dies as Selective IFN-gamma Pathway

<130> 01-1635-B

<150> US 60/419,057
<151> 2002-10-16

<150> US 60/479,241
<151> 2003-06-17

<160> 57
<170> PatentIn version 3.0

<210> 1
<211> 990
<212> DNA

<213> Homo Sapiens

<400> 1
gcctccacca agggcccate ggtcttecce ctggcaccct cctccaagag cacctctggg 60

ggcacagcegg ccctgggctg cctggtcaag gactacttce ccgaaccggt gacggtgtcg 120
tggaactcag gcgecctgac cageggegtg cacaccttcc cggetgtect acagtcctca 180

ggactctact ccctcagcag cgtggtgacc gtgccctceca gcagettaqgg cacccagacc. 240



tacatctgea
aaatcttgtg
ccgtcagtct
gaggtcacat
tacgtggacg
agcacgtacc
gagtacaagt
aaagccaaag
ctgaccaaga
gcegtggagt
ctggactcey
cagcagggga

cagaagagcc

<210> 2

<211i> 330
<212> PRT
<213> Homo

<400> 2

Ala ser Thr

1
ser Thr

sSer

acgtgaatca
acaaaactca
toctottcce
gcgtggtggt
gcgtggaggt
gtgtggtcag
gcaaggtctc
ggcagceecg
accaggtcag
gggagagcaa
acggctcett
acgtcttctc

tetecctgte

sapiens
Lys Gly
5

Gly Gly

.20

Glu
35

Phe Pro

val His

50

Ser

Gly

Leu
65
Tyr

ITe Cys

Lys val Glu

Pro
115

Pro Ala

Ser

Pro val

Thr Phe

val val

Pro

Thr

Thr

Pro

Thr

caagcccage
cacatgccca
cccaaaacce
ggacgtgagc
gcataatgcec
cgtcctcacc
caacaaagcc
agaaccacag
cctgacctge
tgggcagccg
cttcctctat
atgctccgtg
tcecgggtaaa

ser val

Ala Ala

val ser
40

Ala
55

val

val

Pro

70

Asn val

Phe
Leu
25

Trp

Leu

ser

2129

01-1635-B.5T25

aacaccaagg
ccgtgcccag
aaggacaccc
cacgaagacc
aagacaaagc
gtccrgeacc
ctcccagecc
gtgtacaccc
ctggtcaaag
gagaacaact
agcaagctca

atgcatgagg

Pro
10

Gly

Leu
Cys
Asn Ser
Gln Ser

ser
75

Ser

tggacaagaa
cacctgaact
tcatgatctc
ctgaggtcaa
cgcgggagga
aggactggct
ccatcgagaa
tgcecccate
gcttctatec
acaagaccac
ccgtggacaa

ctctgcacaa

Ala Pro ser

Leu val Lys

30
Ala Leu
45

Gly

ser
60

Gly Leu

Leu Gly Thr

agttgagecec
cctgggggga
ccggaccect
gttcaactgg
gcagtacaac
gaatggcaag
aaccatctcc
ccgggatgag
cagcgacatc
gccteccgty
gagcaggtgg
ccactacacqg

ser
15

Asp

Lys
Tyr
Thr ser
Tyr Ser

GIn Thr

80

Pro
100

Glu

85
Lys

Leu

Asn

Ser

Leu

His
cys

Gly

Lys
ASp

Gly

Pro

LyS
105

Pro

Ser
90

Thr

Ser

Asn

His

val

Thr Lys

Thr Cys

Phe Leu

125

val

Pro
110

Phe

Asp
95

Pro

Pro

Lys
Cys

Pro

300
360
420
480
540
600
660
720
780
840
900
960
990



Lys Pro Lys Asp Thr Leu Met Ile Ser
130 135

val val val Asp val Ser His Glu Asp
145 150

Tyr val Asp Gly \{g} Glu val His Asn

Glu Gin Tyr Asn Ser Thr Tyr Arg val
180 185

His GIn Asp Trp Leu Asn Gly Lys Glu
195 200
Ltys Ala Leu Pro Ala Pro Ile Glu Lys
210 215

GIn Pro Arg Glu Pro GIn val Tyr Thr
225 230

Leu Thr Lys Asn glg val ser Leu Thr

Pro Ser Asp Ile Ala val Glu Trp Glu
260 265

Lys Thr Thr Pro Pro val Leu

275 280

Leu Tyr Ser Lys Leu Thr val Asp Lys
290 295

val Phe Ser Cys Ser val Met His Glu
305 310

GIn Lys Ser Leu ggg Leu Ser Pro Gly

Asn Tyr

<210> 3
<211> 321
<212> DNA

<213> Homo Sapiens

<400> 3

3/29

01-1635-B.ST25

Arg
Pro
Ala
170
val
Tyr
Thr
Leu
Cys
2¥o
Ser
ASD
Ser

Ala

LyS
330

Thr
Glu
155
Lys
sar
Lys
Ile
Pro
235
Leu
Asn
Ser

Arg

Leu
315

cgaactgtgg ctgcaccatc tgtcttcatc ttcccgecat

ggaactgcct ctgttgtgtg cctgctgaat aacttctatc

tggaaggtgg ataacgccct ccaatcgggt aactcccagg

agcaaggaca gcacctacag cctcagcagc accctgacgc

aaacacaaag tctacgcctg cgaagtcacc catcagggcc

agcttcaaca ggggagagtg t

Pro Glu
140

val Lys

“Thr Lys

val Leu

Cys Lys
205
Ser Lys
220

Pro Ser
val Lys
Gly GIn

Trp GIn
300

His Asn

ctgatgagca gttgaaatct
ccagagaggc caaagtacag
agagtgtcac agagcaggac
tgagcaaagc agactacgag

tgagctcgec cgtcacaaag

val
Phe
Pro
Thr
190
val
Ala
Arg
Gly
Pro
270
Ser

Gln

His

Thr
Asn
Ar

17

val
Ser
Lys
ASp
Phe
255
Glu
Phe

Gly

Tyr

Cys
Trp
160
Glu
Leu
Asn
Gly
Glu
240
Tyr
Asn
Phe

Asn

Thr
320

60
120
180
240
300
321
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01-1635-B.5T25

<210> 4

<211> 107

<212> PRT

<213> Homo sapiens

<400> 4
'Arg Thr val Ala Ala Pro Ser val rhe Ile Phe
1 5 10

Gln Leu Lys ggr Gly Thr Ala Ser gg1 val Cys
Tyr Pro ggg G]U,Ala-Ly§_ya1“§%n,Irp.Lys val
ser gsy Asn Ser GIn Glu ggr val Thr Glu GIn
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser
65 70 75
Lys His Lys val Tyr ala Cys Glu val Thr Hié

85 80

Pro val Thr 553 ser Phe Asn Arg g&g Glu Cys
<210> 5

<211> 351

<212> DNA

<213> Homo Sapiens

<400> 5

gaggtgcagc tggtacagtc tggagcagag gtgaaaaagc
tcctgtaagg gttctggata caactttacc agctactgga
cccgggaaag goctggagtt gatggggatc atcratcctg
agcccgtoct tccaaggcca ggtcaccatc tcagccgaca
ctgcagtgga gcagcctgaa ggectcggac accgccatgt
tacttttact tcgatctctg gggccgtgge accctggtca
<210> 6

<211> 117

<212> PRY

Pro Pro ser Asp Glu
15

Leu

Leu Asn Asn Phe

30

Asp Asn Ala Leu Gln

45

Asp Ser

60
Lys

Lys Asp Ser

Ala Glu

80

Ser

Asp Tyr

Gin Gly Leu Ser
95

ccggggagtc tctgaagatc
tcggcetgggt gcgccagatg
gtgactctga taccagatac
agtccatcag caccgectac
attactgtgg ttcggggagc
ccgtctctag t

60
120
180
240
300
351



<213> Homo

<400> 6

Glu val
1

ser Leu

Trp Ile

Gly Ile
y 50

Glin Gly.

65
Leu Gln

Gly Ser
val Thr

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

<400>

Glin
Lys
Gly
35

Ile
Gin
Trp

Gly

val
115

324
DNA

Homo

7

gaaattgtgt

ctctcctgea

cctggecagg

gacaggttca

cctgaagatt

cctgggacca

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

8
108
PRT

sapiens

Leu
Ile
20

Trp
Tyr
val
Ser
Ser

100

Ser

val
5
Ser
val
Pro
Thr
Ser
85

Tyr

Ser

sapiens

tgacgcagtc
gggccagtca
ctcccagget
gtggcagtgg
ttgcagtgta
aagtggatat

Homo sapiens

Glin
Cys
Arg
Gly
Ile
70

Leu

Phe

ser
Lys
GlIn
ASp
55

Ser

LYyS

Tyr

Caaa

529

01-1635-B.ST25

Gly Ala Glu
y 10

Gly
Met
40

Ser
Ala

Ala

Phe

ser Gl

25 Y
Pro Gly
Asp Thr
ASp Lys

ser Asp
90

ASp Leu
105

val
Tyr
Lys
Arg
Ser
75

Thr

Trp

tccaggeace ctgtctttgt
gagtgttagc agcagctact
cctcatatat ggtgcatcca
gtctgggaca gacttcactc

ttactgtcag cggtctgatg

Lys Lys Pro Gly Glu

Asn Phe Thr
30

Gly Leu Glu
45

Tyr Ser Pro
60

Ile Ser Thr
Ala Met Tyr

Gly Arg Gly
110

ctccagggga
tagcctggta
gcagggccac
tcaccatcag

gctcatcatt

15
ser Tyr

Leu Met
ser pPhe
Ala Tyr

80

Tyr Cys
95

Thi Leu

aagagccacc
ccagcagaaa
tggcatccca
cagactggag
cactttcgge

60
120
180
240
300
324
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01-1635-8.5T25

<400> 8

Glu Ile val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala ggr Leu Ser Cys Arg %}a Ser GIn Ser val sgr ser Ser
3

Tyr Leu géa Trp Tyr GIn Gln hgs Pro Gly GIn Ala :Eo Arg Leu Leu

Ile ;yr Gly Ala Ser.ser ggg Ala Thr Gly 1le an Asp Arq Phe Ser
0

Gly ser Gly ser Gly ;Br Asp Phe Thr Leu Thr 1le Ser Arg Leu Glu
65

75 80
Pro Glu Asp Phe Ala val Tyr.Tyr Cys GIn Arg.Ser-Gly Gly Ser Ser
85 90 95
Phe Thr Phe Giy Pro Gly Thr Lys val Asp Ile Lys
100 105
<210> 9
<211> 351
<212> DNA

<213> Homo Sapiens

<400> 9 ,
gaggtgcagc tggtgcagtc tggagcagag gtgaaaaagc ccggggagtc tctgaagatc 60

tcctgtaagg gttctggata cagctttacc agctactgga tcggctggygt gegecagatg 120
cccgggaaag gcectggagtg gatggggatc atctatcctg gtgactcrga taccagatac 180
agcccgtcect tccaaggeca ggtcaccatc tcagccgaca agtccatcag caccgoctac 240
ctgcagtgga gcagcectgaa ggectcggac accgecatgt attactgtgg ttcggggage 300
tactggtact tcgatctctg gggecgtgge accctggtca ccgtctctag t 351

<210> 10
<211> 117
<212> PRT

<213> Homo sapiens

<400> 10

Glu val 61n Leu val GIn ser Gly Ala Glu val Lys Lys Pro Gly Glu
1 5 10 15



Ser Leu Lys

Trp Ile Gly

35

Ile Ile

50
Gly

Gly

Gln Glin

65

Leu GIn Trp

Gly Ser Gly

Thr val
115
11
324
DNA

val

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

<400> 11
gaaattgtgt

ctctcctgea
cctggecagg
gacaggttca
cctgaagatt

cctgggacca

<210> 12
<211> 108
<212>
<213> Homo

PRT

<400> 12

1

Ile
20

Trp

ser
val
Tyr Pro
val Thr

ser
85

Ty

Ser

Ser
100

ser

“

Ser

sapiens

tgacgcagtc
gggccagtea
ctcccagget
gtggcagtgg
ttgcagrgta

aagtggatat

sapiens

Glu Ile val leu Ehr GIn ser Pro Gly

Cys Lys Gly

Arg GIn Met

40

Gly Asp Ser
S5

Ile ser Ala

Leu Lys Ala

Trp Tyr phe

7/29

01-1635-8.5T25

Ser Gly Tyr
25 y
Pro Gly Lys
Asp Thr Arg
Asp Lys Ser

75
ser Asp Thr

90

AsSp Leu Trp
105

tccaggcacce ctgtctttgt
gagtgttagc agcagetect
cctcatatat ggtgcatcca
gtctgggaca gacttcactc
ttactgtcag cggtctggtg

caaa

Ser Phe

Gly Leu
45

Tyr Ser

60

Ile Ser

Ala Met

Gly Arg

ctccagggga
tagcctggta
gcagggccac
tcaccatcag

gctcatcatt

The
30

Glu
Pro

Thr

Tyr

ser Tyr
Trp Met
ser Phe
Ala Tyr
80
;gr cys

Thr Leu

aagagccacc
ccagcagaaa
tggcatccca
cagactggag
cacttrcgge

Thr Leu Ser Leu Ser Pro Gly
10 15

Glu Arg Ala Thr Leu ser Cys Arg g}a Ser Gln Ser val ggr Ser Sser
20

60
120
180
240
300
324



ser Leu Ala
35
Ile Tyr Gly
50

Gly Ser Gly
65

Pro Glu Asp
Phe Thr pPhe

13
351
DNA

<210>
<211>
<212>
<213> ° Homo

<400> 13
gaggtgcagc

tcctgtaagg
cccgggaaag
ageccgtect
ctgcagtgga
tactggtact

14
117
PRT

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

<400> 14

1

8/29

01-1635-B.5T25
Trp Tyr Gin Glin tgs Pro Gly GIn

Ala Ser ser ggg Ala Thr Gly Ile

ser Gly Thr Asp Phe Thr Leu Thr
70 75

phe Ala val Tyr Tyr Cys GIn Ar
85 90 9

61% pro Gly Thr Lys val Asp Ile
10 105

sapiens

tggtgcagtc
gttctggata
gcctggagtt
tccaaggceca
gcagcctgaa

tcgatctctg

Homo sapiens

tggagcagag
caactttacc
gatggggatc
ggtcaccate
ggccteggac
gagccgtggo

Glu val Gln Leu \sla'l GIn Ser Gly Ala

gtgaaaaagc
agctactgga
arctatcctg
tcagccgaca
accgccatgt

accctggtca

Glu val
10

Ser Leu Lys §$e Ser Cys Lys Gly ggr Gly Tyr

Trp Ile Gly Trp val Arg GlIn ggt Pro Gly Lys
35

Gly Ile Ile Tyr Pro Gly ggp Ser Asp Thr Arg
50

Ala Pro Arg Leu Leu
45

Pro Asp Arg pPhe Ser

60

Ile ser Arg teu Glu
80

ser Gly Gly ser Ser

95

Lys

ccggggagtc tctgaagatc
tcggctgggt gcgceagatg
gtgactctga taccagatac
agtccatcag caccgectac
attactgtgg ttcggggagc
ccgtctctag t

Lys Lys Pro Gly Glu
15
Asn Phe Thr Ser Tyr
30
Gly Leu Glu Leu Met
45

Tyr Ser Pro Ser phe
60

60
120
130
240
300
351



Gln Gly Gln
65

Leu GIn Trp
Gly Sser Gly

val Thr val ser Ser

115
<210> 15
<211> 324
<212> DNA
<213>

Homo Sapiens

<400> 15
gaaattgtgt

ctctectgea
cctggccaag
gacaggttca
cctgaagatt

cctgggacca

<210> 16
<211> 108
<212> PRT
<213> Homo sapiens
<400> 16

Glu Ile val Leu Ehr

1

Glu Arg Ala Thr Leu
20

Tyr Leu g}a Trp Tyr

Ile Tyr Gly Ala Ser
50

Gly Ser Gly Ser Gly
65

9/19

01-1635-B,ST25

tgacgcagtc tccaggcacc ctgtctttgt
gggccagtca gagtgttagc agcagctact
ctcccagget cctcatatat ggtgcatcca
gtggcagtﬁg gtctgggaca gacttcacte
ttgcagtgta ttactgtcag cggtctggtg
aagtggatat caaa |

GIn ser Pro Gly Thr Leu
10
ser Cys Arg Ala Ser Gin
25
G1n GIn Lys Pro Gly Gln
40
ser égg Ala Thr Gly Ile

Thr Asp Phe Thr Leu Thr
70 75

val Thr Ile ser Ala Asp Lys ser 1le Ser Thr Ala Tyr

70 75 80

ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys
85 90 R 95

Ser Tyr Trp Tyr Phe Asp Leu Trp Gly Arg Gly Thr Leu
100 105 pely Arg 110

ctccagggga aagagccacce
tagccetggta ccagcagaaa
gcagggccac tggcatcceca
tcaccatcag cagactggag
gctcatcatt cactticggc

ser Leu Ser Pro Gly
15

Ser val Ser ser Ser
30
Ala Pro Arg Leu Leu
45
Pro Asp arg Phe Ser
60

Ile ser Arg Leu Glu
80

60
120
180

240

300

324
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Pro Glu Asp Phe g}a val Tyr Tyr Cys gan Arg ser Gly Gly Ser Ser
95

Phe Thr Phe Gly Pro Gly Thr Lys val Asp Ile Lys
100 105

<210> 17
<211> 447
<212> PRT

<213> homo sapiens

<400> 17

Glu val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Glu
1

Ser Leu Lys %8e Ser Cys Lys Gly ggr Gly Tyr Asn phe ;Br ser Tyr

Tep Ile g;y Trp val Arg Gln %St Pro Gly Lys Gly hgu Glu tLeu Mét

Gly ége ITe Tyr Pro Gly ?gp Ser Asp Thr Arg Egr ser Pro Ser Phe

Gln Gly GIn val Thr Ile ser Ala Asp Lys Ser Ile ser Thr Ala Tyr
65 70 75 - 80

Leu GIn Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys
85 a0 95

Gly Ser Gly Ser Tyr Phe Tyr Phe Asp Leu Trp Gly Arg Gly Thr Leu
y 100 . 105 p &Iy Arg 115

val Thr val ser Ser Ala Ser Thr Lys Gly Pro Ser val Phe Pro Leu
115 120 125

Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys
130 135 140

Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr val ser Trp Asn Ser
145 150 155 160

Gly Ala Leu Thr Ser Gly val His Thr phe Pro Ala val Leu GIn Ser
165 170 175

ser Gly Leu Tyr Ser teu Ser Ser val val Thr val Pro Sér Ser Ser
180 185 190

teu Gly Thr GIn Thr Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn
195 200 205

Thr Lys val Asp Lys Lys val Glu Pro Lys Ser Cys Asp Lys Thr His
210 215 220

Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser val
225 230 235 240



rhe
Pro
val
Thr
val
305
Cys
ser
Pro
val
Gly
385
ASD

Trp

His

Leu
Glu
LyS
Lys
290
Leu
Lys
Lys
ser
Lys
370
Gln
Galy

Glin

AsSn

Phe
val
Phe
275
Pro
Thr
val
Ala
Ar

35

Gly
Pro
Sar

GIn

His
435

<210> 18
<211>
<212>
<213>

<400>
Glu Ile val

1

215
PRT

Homo

18

Glu Arg Ala

Tyr Leu Ala
35

Pro
15
Asn
Arg
val
Ser
4%
Asp
Phe
Glu
Phe
Gly

420
Tyr

Pro
245
Cys
Trp
Glu
Leu
Asn
325
Gly
Glu
Tyr

Asn

Phe

405.

AsSn

Thr

sapiens

Leu

Thr
20

Trp

Thr
5
Leu

Tyr

Ile Tyr Gly Ala Ser
50

LyS
val
Tyr
Glu
His
310
Lys
Glin
Leu
Pro
ASn
390
Leu

val

Gin

Gin

Ser

Gln

ser

Pro
val
val
GlIn
295
Gln
Ala
Pro
Thr
Ser
375
Tyr
TYyr

phe

Lys

ser

cys

Gln

Lys
val
AsSp
280
Tyr
Asp
Ley
Arg
Lys
360
Asp
LysS
ser

Ser

Ser
440

Pro

Arg

Asp
265
Gly
Asn
Trp
Pro
i
Asn
Ile
Thr
Lys
Cys

425

Leu

11/29

01-1635-B.5T25
Thr Leu Met Ile
250

val ser
val Glu
ser Thr
Leu Asn

315
Ala Pro
330
Pro Gln
Gin val

Ala val

Thr Pro-

395

Leu Thr
410

ser val

Ser Leu

Gly Thr Leu

10

§1a Ser Gln

Lys Pro Gly GIn
40

Arg Ala Thr Gly Ile

55

His
val
Tyr
300
Gly
Ile
val
Ser
Glu
380
Pro
val

Met

ser

Ser
Ser
Ala

Pro
60

Glu
His
285
Arg
Lys
Glu
Tyr
Leu
365
Trp
val
Asp
His

Pro
445

Leu
val
Pro
45

Asp

ser
AsSp
270
AsSn
val
Glu
Lys
Thr
350
Thr
Glu
Leu
Lys
Glu

430
Gly

ser
ser
30

Arg

Arg

Ar

258
Pro
Ala
val
Tyr
Thr
335
Leu
Cys
ser
ASp
ser
415

Ala

Lys

Pro
15
ser

Leu

Phe

Thr
Glu
Lys
ser
LyS
320
Ile
Pro
Leu
ASn
ser
400

Arg

Leu

Gly
Ser
Leu

ser



Gly ser Gly
65

Pro Glu Asp
Phe Thr Phe
Ala Pro Ser

115

Gly Thr Ala
130

Ala Lys val
145

_GIn Glu Ser
ser Ser Thr
Tyr Ala Cys

195

ser Phe Asn
210

<210> 19
<211> 447
<212> PRT
<213> Homo
<400> 19

clu val GgIn
1

Sser Leu Lys
Trp Ile Gly
35

Gly Ile Ile
50

Gin Gly GlIn
65

Leu Gin Trp

Gly Ser Gly

ser
Phe
Gly
100
val
ser
GIn
val
Leu
180

Glu

Arg

Gly
Ala
85

Pro
Phe
va'l
Trp
Thr
165
Thr

val

Gly

sapiens

Leu
Ile
20

Trp
TYyr
val

Ser

ser
100

val

Ser

val

Pro

Thr

Ser
85

Tyr

Thr
70

val
Gly
Ile
val
LysS
1%0
Glu
Leu

Thr

Glu

Gln
Cys
Arg
Gly
70°

Leu

Trp

ASp
Tyr
Thr
Phe
%
val
Gln
ser
His

Cys
21

Ser
Lys
Glin
ASp
55

ser

Lys

Tyr

Phe
TYr
Lys
Pro
120
t.eu
Asp
ASp

Lys

GIn
200

Gly
Gly
Met
40

Ser
Ala

Ala

Phe

Cys
val
105
Pro

Leu

Asn

Ser_

Ala
185

Gly

Ala
Ser
25

Pro
Asp

Asp

Ser

12729

01-1635-B.ST25
Thr Leu Thr Ile Ser
75

Gln
90

Asp
Ser
Asn
Ala
Lys
170
Asp

Leu

Glu
10

Gly
Gly
Thr

Lys

Asp
90

Arg
Ile
Asp
AsSh
Leu
155
Asp

Tyr

Ser

val
Tyr
Lys
Arg
ser

75
Thr

Ser
Lys
Glu
Phe
140
GIn
ser

Glu

Ser

LyS
Ser

Gly

Ala

Leu Trp Gly

Gly

Arg

GIn
125

Tyr
ser
Thr
Lys

Pro
205

Lys
Phe
Leu
45

Ser
ser

Met

Arg

Arg
Gly
Thr
110
Leu
Pro
Gly
Tyr
His
190
val

Pro
The
30

Glu
Pro
Thr

Tyr

Gly
110

Leu
Ser
95

val
Lys
Arg
Asn
ser
175

Lys

Thr

Gly
15

ser
Trp
ser
Ala
TYr
9%

Thr

Glu
80

Ser
Ala
Ser
Glu
ser
160
Leu

val

Lys

Glu
Tyr
Met
Phe
80"

Cys

Leuy



val
Ala
Leu
145
Gly
Ser
Leu
Thr
Thr
225
Phe
Pro
val
Thr
val
305
Cys
ser
Pro
val
Gly
385
Asp

Trp

KHis

Thr
Pro
130
val

Ala
Gly
Gly
Lys
210
Cys
Leu
Glu
Lys
LYS
290
Leu
Lys
Lys
ser
LYS
370
Gln
Gly

Gin

Asn

val
115
ser
Lys
Leu

Leu

Thr

ser
ser
Asp
Thr

Tyr
180
Gin

195 -

val
Pro
Phe
val
Phe
275
Pro
Thr
val
Ala
Ar

35

Gly
Pro
Ser

Gln

His
435

Asp
Pro
Pro
Thr
260
Asn
Arg
val
Ser
340
Asp
Phe
Glu
phe
Gly

420

Tyr

Ser
Lys
Tyr
ser
165
ser
Thr
LysS
Cys
Pro
245
Cys
Trp
Glu
Leu
Asn
325
Gly
Glu
TYyr
Asn
Phe
405

Asn

Thr

Ala
ser
Phe
150
Gly
Leu
TYr
Lys
Pro
230
Lys
val
Tyr
Glu
His
310
Lys
GlIn
Leu
Pro
Asnh
390
Leu

val

GIn

ser
Thr
135
Pro
val
ser
Ile
val

215
Ala

Pro

val
val
Gin
295
Gln
Ala
Pro
Thr
ser
375
Tyr
TYr

Phe

Lys

Ser
Glu
His
ser
Cys
200
Glu
Pro
Lys
val

ASp
280
TYr
ASp
Leu
Arg
LYS
360
ASD
Lys
Ser

Ser

ser
440

Gly
Pro
Thr
5
AsSn
Pro
Glu
Asp
265
Gly
Asn
Trp
Pro
ot
Asn
Ile
Thr
Lys
Cys

425

Leu

1329
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Thr Lys Gly Pro Ser
120

Gly
val
Phe
170

val

val

Lys,

Leu
Thr
250
val
val
Ser
Leu
Ala
330
Pro
Gln
Ala
Thr
Leu
410

ser

Ser

Thr
Thr
155
Pro
Thr
Asn
Ser
Leu
235
Leu
Ser
Glu
Thr
Asn
315
Pro
GlIn
val
val
Pro
395
Thr

val

Leu

Ala
140
val
Ala
val
His
Cys
250
Gly
Met
His
val
Tyr
300
Gly
Ile
val
Ser
Glu
380
Pro
val

Met

Ser

val
125
Ala
Ser
val
Pro
Lys
205
Asp
Gly
Ile
Glu
His
285
Arg
Lys
Glu
Tyr
Leu
365
Trp
val
Asp
His

Pro
445

Phe
Leu
Trp
Leu
ser
190
Pro
Lys
Pro
ser
Asp
270
AsSn
val
Glu
Lys
Thr
350
Thr
Glu
Leu
Lys
Glu
430
Gly

Pro
Gly
ASn
Gln
175
ser
ser
Thr
ser
Ar

25

Pro
Ala
val
Tyr
Thr
335
Leu
Cys
Ser
ASp
ser
415

Ala

Lys

Leu
Cys
ser
160
ser
ser
AsSn
His
val
240
Thr
Glu
Lys
ser
Lys
3%0
Ile
Pro
tLeu
Asn
ser
400

Arg

Leu



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

<400>
Glu Ile val
1

Glu
ser
Ile
Gly
65

Pro
phe
Ala
Gly
Ala
145
GIn
ser

Tyr

Ser

Arg
Leu
Tyr
50

ser
Glu
Thr
£ro
Thr
130
Lys
Glu
ser

Ala

Phe
210

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

20
215
PRT

Homo

20

Ala
Ala
35

Gly
Gly
Asp
Phe
ser
115
Ala
val
ser
Thr
Cys
195
Asn

21
447
PRT

Homo

sapiens

Leu
Thr
20

Trp
Ala
ser
Phe
Gly
100
val
Ser
Gln
val
Leu
180

Glu

Arg

Thr
Leu
Tyr
ser
Gly
Ala
35

Pro
Phe
val
Trp
Thr
165
Thr

val

Gly

sapiens

G1n
ser
GlIn
ser
Thr
70

val
Gly
Ile
val
Lys
150
Glu
Leu

Thr

Glu

Ser
Cys
Gin
55°
ASp
Tyr
Thr
Phe
it
val
Gln
ser
His

cys
215

Pro
Arg
Lys
40

Ala
Phe
Tyr
Lys
Pro
120
Leu
Asp
ASp

Lys

Gln
200

Gly
Ala
25

Pro
Thr
Thr
Cys
val
105
Pro
Leu
Ash

Ser

Ala
185

14/29

01-1635~B.ST25

Thr
10

Ser
Gly
Gly
Leu
GIn
90

ASp
Ser
Asn
Ala
Lys
130

ASp

Leu
Gin
Gin
Ile
Thr
75

Arg
Ile
Asp
Asn
Leu
155

Asp

Tyr

Gly Leu Ser

ser
ser
Ala
Pro
60

Ile
ser
Lys
Glu
Phe
140

Gln

Ser

Glu

Ser

Leu
val
Pro
45

Asp

ser

Gly

‘Arg

Gln
125

Tyr

Ser

Thr

Lys

Pro
205

ser
Ser
30

Arg
Arg
Arg
Gly
Thr
110
Lteu
Pro
Gly
Tyr
His

190
val

Pro
15

ser
Leu
Phe
Leu
ser
95

val
Lys
Arg
Asn
ser
175

Lys

Thr

Gly

ser

Leu

Ser
Glu
80

ser
Ala
Ser
Glu
ser
160
Leu

val

Lys



<400> 21
Glu val GlIn

1

ser
Trp
Gly
Gln
65
Leu
Gly
val
Ala
Leu
145
Gly
ser
Leu
Thr
Thr
225
Phe
Pro
val

Thr

val
305

Leu
Ile
Ile
50

Gly
Gln
Sser
Thr
Pro
130
val
Ala
Gly
Gly
Lys
210
Cys
Leu
Glu
Lys
LysS

290

Leu

Lys
Gly
35

Ile
GIn
Trp
Gly
val
115
ser
Lys
Leu
Leu
Thr

195

val

Pro

Phe
val
Phe
275

Pro

Thr

Leu
Ile
20

Trp
TYr
val
ser
ser
100
Ser
Ser
ASp
The
Tyr
180
Glin
Asp
Pro
Pro
Thr
260
Asn

Arg

val

val
Ser
val
Pro
Thr
ser
85

Tyr
Ser
Lys
Tyr
ser
165
ser
Thr
LyS
Cys
Pro
245
Cys
Trp

Glu

leu

Gln
cys
Arg
Gly
Ile
70

Leu
Trp
Ala
ser
Phe
150
Gly
Léu
TYr
LyS
Pro
230
Lys
val
TYyr

Glu

His
310

Ser
Lys
Gln
i
Ser
Lys
Tyr
Ser
Thr
135
Pro
val
ser
Ile
val
215
Ala
Pro
val
val
GIn

295
Gln

Gly
Gly
Met
40

ser
Ala
Ala
Phe
The
120
Ser
Glu
His
ser
Cys
200
Glu
Pro
Lys
val
Asp
280

Tyr

Asp

15/29
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Ala
Ser
25

Pro
Asp
Asp
Ser
ASp
108
Lys

Gly

Pro

Thr.

val
185
ASn
Pro
Glu
AsSp
ASp
265
Gly

Asn

Trp

Glu
10

Gly
Gly
Thr
Lys
AS

90p
Leu
Gly
Gly
val
Phe
170
val
val
Lys
Leu
Thr
250
val
val

Ser

Leu

val

Lys
Arg
ser
75

Thr
Trp
Pro
Thr
Thr
155
Pro
Thr
Asn
Ser
Leu
235
Leu
Ser
Glu

Thr

Asn
315

Lys
Asn
Gly
Tyr
60

ile
Ala
Gly
ser
Ala
140
val
Ala
val
His
Cys
220
Gly
Met
His
val
Tyr
300
Gly

Lys
Phe
Leu
45

ser
ser
Met
Arg
val
125
Ala
ser
val
Pro
Lys
205
Asp

Gly

Ile

Glu
His
285
Arg

Lys

Pro
Thr
30

Glu
Pro
Thr
Tyr
Gly
110
Phe
Leu
Trp
Leu
ser
190
Pro
Lys
Pro
ser
ASD
270
ASn

val

Glu

Gly
15

ser
Trp
ser
Ala
Tyr
95

Thr
Pro
Gly
Asn
GIn
175
ser
ser
Thr
ser
Ar

25

Pro

Ala

val

Tyr

Glu

Tyr

Met

Phe

Tyr
80

cys

Leu
Leu
Cys
ser
160
ser
ser

AsSn

His

val

240
Thr

Glu
LYyS

ser

330



Cys
Ser
Pro
val
Gly
385
ASp

Trp

His

Lys
Lys
Ser
370
Gln
Gly

GIn

Asn

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

<400>
Glu Ile val

1

val
Ala
Ar
35
Gly
Pro
ser
Gln
His
435
22
215

PRT

Homo

22

Glu Arg ala

Tyr Leu Ala

35.

Ile Tyr Gly
50

Gly ser Gly

65

pro Glu Asp

Phe Thr phe

Ala Pro Ser

115

Gly Thr Ala
130

Ser
%
Asp
Phe
Glu
Phe
Gly

420
Tyr

Asn
325
Gly
Glu
Tyr

Asn

Phe
405

Asn.

Thr

sapiens

Leu
Thr
20

Trp
Ala
Ser
Phe
Gly
100

val

Ser

Thr
Leu
Tyr
ser
Gly
Ala
85

Pro

Phe

val

Lys
Gin
Leu
Pro
Asn
390
Leu

val

Gln

GlIn
Ser
GIn
ser
Thr
70

val
Gly

Ile

val

Ala Leu
Pro Arg
Thr Lys

360

ser As
375 ?

Tyr Lys
Tyr Ser
Phe._Ser

Lys Ser
440

ser Pro
Cys Arg
Gln Lys
40
Arg Ala
55
Asp phe
Tyr Tyr
Thr Lys
Phe Pro

120

Cys Leu
135

Pro
Glu
345
ASnh
Ile

Thr

Lys

Cys.

425

Leu

Gly
Ala
25

Pro
Thr
Thr
Cys
val
105

Pro

leu

16/29
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Ala
330
Pro
Gln
Ala
Thr
Leu
410

Ser

Ser

Thr
10

Ser
Gly
Gly
Leu
Gln
90

Asp

Ser

ASn

Pro Ile Glu

GIn
val
val
Pro
395
Thr

val

Leu

Leu

Glin

Gin

Ile

“Thr

75

Arg

Ile

Asp

Asn

val
ser
Glu
380
Pro
val

Met

Ser

Ser

Ser
Ala
Pro
60

Ile
ser
Lys

Glu

Phe
140

Tyr
Leu
365
Trp
val
Asp
His

Pro
445

Leu
val
Pro
45

Asp
sSer
Gly
Arg
G1h
125
Tyt

LysS
Thr
350
Thr
Glu
Leu
Lys
Glu

430
Gly

Ser
ser
30

Arg
Arg
Arg
Gly
Thr
110

l.eu

fro

Thr
335
Leu
Cys
sSer
Asp
Ser
415

Ala

Lys

Pro
15

ser
Le_u
Phe
Leu
Ser
95

val

Lys

Arg

Ile
Pro
Leu
Asn
ser
400

Arg

Leu

Gly
ser
Leu
ser
Glu
80

ser
Ala

Ser

Glu



17/29
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Ala Lys val G1n Trp Lys val Asp Asn Ala Leu GIn Ser Gly A
Al Lys p Leu e y Asn Ser

G1n Glu Ser val Thr Glu GIn Asp Ser Lys A
e P 1¥0 sp Ser Thr Tyr Ser Leu
ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys val
180 185 Y Y 190 ys va
Tyr Ala Cys Glu val Thr His Gln Gly Leu Ser Ser Pro val Thr L
195 200 Y 20 rHys
ser Phe Asn Arg Gly Glu Cys
210 215

<210> 23
<211> 24
T<212> DNA

<213> artificial

<220>

<223> oligunucteotide primer for PCR
<220>

<221> misc_feature

<222> (18)..(023)

<223> nisa, Cc, £, org

<400> 23 .
ggccggatag gectecannn nnnt 24
<210> 24

<211> 21

<212> DNA

<213> artificial

<220>

<223> olignucleotide primer for PCR

<400> 24

ggggtcaggc tggaactgag g 21

<210> 25



<211>
<212>
<213>

<220>
<223>
<400>

18/29

01-1635-B.5T25
19

DNA

artificial

oligonucleotide primer for PCR
25

tgaggacgct gaccacacg

<210>

<211>

<212>
<213>

<220>
<223>

<400> -

26
48
DNA

artificial

aligonucleotide primer for PCR
26

acaacaaagc ttctagacca ccatggaaac . cccagctcag ctrctott

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

<220>
<223>
<400>

27
33
DNA

artificial

oligonucleotide primer for PCR
27

cttgtcgact caacactctc ccctgttgaa get

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

28
44
DNA

artificial

19

48

33



<220>

19429

<223> oligonucleotide primer for PCR

<400> 28

01-1635-B.ST25

cagcagaagc ttctagacca ccatggggtc aaccgccatc ctcg

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

29
42
DNA

<220>
<223>
<400> 29

artificial

oligonucleotide primer for PCR

cttggtggag gcactagaga cggtgaccag ggtgccacgy cc

30
117
PRT

<210>
<211>
<212>
<213> homo
<400> 30
Glu val GIn
1

Ser Leu Lys

Trp Ile Gly
35

Gly Ile Ile
50

Gln Gly GlIn

65

iLeu GIn Trp

Gly ser Gly

val
115

<210> 31

val Thr

sapiens

f.eu val
5

Ile Ser
20

Trp val
Tyr Pro
val Thr

Ser Ser
85

Ser Tyr
100

Ser Ser

Gln
Cys
Arg
Gly
Ile
70

Leu

Trp

Ser

Lys
Gln
ASp
55

ser

Lys

Tyr

Gly
Gly
Met
40

ser
Ala

Ala

phe

Ala
ser
25

Pro
Asp

ASp

Ser

Glu val Lys
10

Gly Tyr Ser

Gly Lys Gly

Thr Arg Tyr

60
Lys Ser Ile
75

Asp Thr ala
90

Leu Arg Gly

Lys
Phe
Leu
45

ser
Ser

Met

Arg

Pro
Thr
30

Glu
Pro
Thr

TYr

Gly
110

Gly
15

Sar
Trp
ser
Ala
Tyr
95

Thr

Glu
Tyr
Met
Phe
Tyr
80

cys

Leu

44

42



<211> 109
<212> PRT
<213> homo

<400> 31

Glu
1

Glu
Tyr
Ile
Gly

65

Pro

Ile val
Arg Ala

Leu Ala

35

TYyr Gly
50

ser Gly

Glu Asp

Met Tyr Thr

<210> 32
<211> 447

<212> PRT

<213>

Homo

<400> 32

Glu
1
ser
Trp
Gly
GlIn
65

Leu

Gly

val Gin
Leﬁ Lys
Ile Gly

35
Ile Ile
50
Gly GlIn
Gln Trp

Ser Gly

sapiens

Leu
Thr
20

Trp
val
Ser

Phe

Phe
100

Thr

Leu

Ser
Gly
Ala

85
Gly

sapiens

Leu
Ile
20

Trp
Tyr
val

Ser

Ser

val
ser
val
Pro
Thr
Ser

85
Tyr

Gln
Ser
Gln
Ser
Thr
70

val

Gln

GIn
Cys
Arg
Gly
i

Leu

Trp

ser
Cys
Gin
Arg
55

Asp

Tyr

Gly

ser
Lys
GIn
ASp
55

ser

Lys

Tyr

Pro
Arg
Lys
40

Ala
Phe

Tyr

Thr

Gly
Gly
Met
40

Ser
Ala

Ala

Phe

Gly
Ala
25

Pro
Thr
Thr

Cys

Lys
105

Ala
ser
25

Pro
ASp
Asp

Ser

Asp

20/29
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Thr
10

ser
Gly
Gly
Leu
Glin

90

Leu

Glu
10

Gly
Gly
Thr
LYysS
Asp

90
Leu

Leu
GIn
Gin
Ile
"

Gln

Glu

val
Tyr
Lys
Arg
ser
75

Thr

Arg

ser Leu
Ser Ile
Thr pro

45

Pro Asp
60

Ile Thr

Tyr Gly

ITe Lys

Lys Lys
ser Phe
Gly Leu

45
Tyr ser
o0
Ile ser
Ala Met

Gly Arg

ser
Ile
30

Arg
Arg

Arg

AsSn

Pro
Thr
30

Glu
Pro
Thr
Tyr

Gly

Pro
15

ser
Leu
Phe

Leu

ser
95

Gly
15

Ser
Trp
ser
Ala
Tyr
o

Thr

Gly
Ser
Leu
Ser
Glu

80
Phe

Glu
Tyr
Met

Phe

Tyr
80

cys

Leu



val
Ala
Leu
145
Gly
ser
Leu
Thr
Thr
225
Phe
Pro
val
Thr
val
305
Cys
ser
Pro
val
Gly
385
Asp

Trp

His

Thr
Pro
130
val
Ala
Gly
Gly
Lys
210
Cys
Leu
Glu
Lys
LYS
290
Leu
Lys
Lys
ser
LyS
370
GlIn
Gly

GIn

Asn

val
115
Ser
LysS
Leu
Leu
Thr
195
val
Pro
Phe
val
Phe
275
Pro
Thr
val
Ala
Ar
35
Gly
Pro
Ser

Gin

His

100

Ser
ser
Asp
Thr
%0
Gln
Asp
Pro
Pro
Thr
260
Asn
Arg
val

ser
540
ASp
Phe

Glu

Phe

Gly
420

Tyr

Ser
Lys
Tyr
ser
165
ser
Thr
Lys
cys
Pro
245
Cys
Trp
Glu
Leu
Asn
325
Gly
Glu
TYr
Asn
Phe
405

Ash

Thr

Ala
Ser
Phe
150
Gly
Leu
Tyr
LyS
Pro
230
LYS
val
Tyr
Glu
His
310
Lys
Gln
Leu
Pro
Asn
390
Leu

val

Gln

ser
Thr
135
Pro
val
ser
Ile
val
215
Ala
Pro
val
val
Gln
295
GIn
Ala
Pro
Thr
ser
375
Tyr
Tyr

Phe

LyS

Thr
120
ser
Glu
His
ser
Cys
200
Glu
Pro
Lys
val
Asp
280
Tyr
ASp
Leu
Arg
Lys
360
Asp
LysS
ser

s5er

Ser

21/29

01-1635-8.5725
105

Lys
Gly
Pro
Thr
5
Asn
Pro
Glu
Asp
s
Gly
AsSn
Trp
Pro
.
Asn
Ile
Thr
Lys
%

Leu

Gly Pro ser vail

Gly
val
Phe
170
val
val
Lys
Leu
Thr
250
val
val
Ser
Leu
Ala
330
Pro
Gln
Ala
Thr
Leu
410

Ser

ser

Thr
Thr
155
Fro
Thr
Asn

Ser

Leu
235

Leu

ser
Glu
Thr
Asn
315
Pro
GIn
val
val
Pro
395
Thr

val

Leu

Ala
140
val
Ala
val
His
Cys
220
Gly

Met

His
val
Tyr
300
Gly
Ile
val
ser
Glu
380
Pro
val

Met

Ser

125
Ala

Ser
val
Pro
LysS
205
Asp
Gly
Ile
Glu
His
285
Arg
Lys
Glu
Tyr
Leu
365
Trp
val
Asp
His

Pro

110
Phe

Leu
Trp
Leu
ser
190
Pro
Lys
Pro
Sar
Asp
270
Asn
val
Glu
Lys
Thr
350
Thr
Glu

Leu

Lys

Glu

430
Gly

Pro
Gly
Asn
Gin
i75
ser
ser
Thr
ser
Arg
255
Pro

Ala

val

Tyr

Thr
335
Leu
Cys
ser
ASD
ser
415

Ala

Lys

Leu
Cys
ser
160
ser
ser
ASn
His
val
240
Thr
Glu
Lys
ser
Lys
320
Ile
Pro
Leu
Asn
ser
400

Arg

Leu



435

<210> 33
<211> 216
<212> PRT

<213>

Homo

<400> 33

Glu
1
Glu
Tyr
Ile
Gly
&5
Pro
Met
Ala
ser
Glu
145
ser
Leu

val

LYyS

Ile val
Arg Ala

Leu Ala
35

Tyr Gly
50

ser Gly
Glu Asp
Tyr Thr

Ala Pro
115

Gly Thr
130

Ala Lys
GIn Glu
Ser ser
Tyr Ala

195

ser Phe
210

<210> 34
<211> 5
<212> PRT

<213>

Homo

sapiens

Leu
Thr
20

Trp
val
Ser
Phe
Phe
100
ser
Ala
val
ser
Thr
180

Cys

Asn

Thr
teu
Tyr
ser
Galy
Ala
85

Gly
val
ser
Gln
val
165
Leu

Glu

Arg

sapiens

GlIn
ser
GIn
ser
Thr
70

val
Gln
Phe
val
156
Thr
Thr

val

Gly

ser
Cys
Gln
3
Asp
Tyr
Gly
Ile
val
135
Lys
Glu
Leu

Thr

Glu
215

440
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Pro Gly Thr
10

Arg
Lys
40

Ala
Phe
Tyr
Thr
Phe
120
Cys
val
Gln

Ser

His
200

Cys.

Ala
25
Pro

Thr

Thr

cys

105
Pro
Leu
Asp
ASp
Lys

185
Glin

Ser
Gly
Gly
Leu
Gln
390

Leu
Pro
Leu
Asn
Ser
170

Ala

Gly

Leu

Gln

Gln

Ile

Thr
75

Gln
Glu
Ser
Asn
Ala
155
Lys

Asp

Leu

ser
ser
Thr
Pro

60
Ile

Tyr

Ile

AsSp

Asn

140

Leu

Asp

Tyr

Ser

445

Leu
Ile
Pro
45

Asp
Thr
Gly
LyS
Glu
125
Phe

Gln

ser

‘Glu

ser
205

ser
Ile
30

Arg
Arg
Arg
Asn
Ar

11

GIn

Tyr

Ser

Pro
15

ser
Leu
Phe
Leuy
Ser
95

Thr
Leu

Pro

Gly

Thr Ty

Lys
190

Pro

r
175
His

val

Gly
Ser
Ley
ser
Glu
80

Phe
val
Lys
Arg
Asn
160
Ser

Lys

Thr



<400>

34

ser Tyr Trp
1

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

<400>

35
17
PRT

Homo

35

Ile Ile Tyr
1

Gly

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

<400>

36

PRT

Homo

36

gTy Ser Tyr

<210>
<211
<212>
<213>

<400>

37
8
PRT

Homo

37

Gly Ser Tyr
i

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

38
12
PRT

Homo

23129
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Ile Gly
5

sapiens

Pro gTy Asp ser Asp Thr Qgg Tyr Ser Pro ser Pge Gln
1

sapiens

Phe ;yr Phe Asp Leu

sapiens

Trp ;yr Phe Asp Leu

sapiens
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<400> 38

érg Ala Ser GlIn ger val Ser Ser Ser Tyr Leu Ala
10

<210> 39
<211> 12
<212> PRT

<213> Homo sapiens

<400> 39

Arg Ala Ser GlIn ser val Ser Ser Ser Ser Leu Ala
1 5 10

<210> 40

<211> 12

<212> PRT

<213> Homo sapiens

<400> 40
%rg Ala Ser Gin §er Ile Ile Ser Ser Tyr Leu Ala
10

<210> 41
<211> 7
<212> PRT

<213> Homo sapiens

<400> 41

Gly Ala Ser Ser grg Ala Thr
1

<210> 42
<211> 7
<212> PRT

<213> Homo sapiens



<400>

42

Gly val Ser ser érg Ala Thr
1

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

<400>

43
9
PRT

Homo sapiens

43

Gln Arg Ser Gly gly ser Ser Phe Thr
1

<210>
<211>
<212>
«213>

<400>

1
<210>
<211>
<212>
<213>

<400>

44
10
PRT

Homo sapiens

44

45
24
DNA

Homo sapiens

45
gggagctact tttacttcga tctc

<210>
<211>
«<212>
<213>

<400>

46
24
DNA

Homo sapiens

46

gggagctact ggtacttcga tctc

25/29
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Gln Gin Tyr Gly gsn ser Phe Met Tyr Igr

24

24
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<210> 47 5-B.ST25

<211> 27
<212> DNA

<213> Homo sapiens

<400> 47

cagcggtctg gtggcetcatc attcact
<210> 48

<211> 9

<212> PRT

<213> Homo sapiens

<220>
<221> UNSURE
<222> (2)..(9)

<223> X is any amino acid

<400> 48

Cys Xaa Xaa Xaa éaa Xaa Xaa Xaa Xaa
1

<210> .49
<211> 5
<212> PRT

<213> Homo sapiens

<400> 49
Leu Glu Trp Ile Gly
1 5

<210> 50
<211> 4
<212> PRT

<213> Homo sapiens
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<220>

<2Z21> UNSURE
<222> (3)..(3)

<223> X is any amino acid

<400> 50
Irp Gly Xxaa Gly

<210> 51
<21l> 4
<212> PRT

<213> Homo sapiens

<220>
<221> UNSURE
<222> (3)..(3)

<223> X is any amino acid

<400> 51

;he Gly Xaa Gly

<210> 52
<211> 20
<212> PRT

<213> Homo sapiens

<400> 52

get Giu Thr Asp Ehr Leu Leu Leu Trp val Leu Leu Leu Trp vVal Pro
10 15

Gly Ser Thr Gly
20

<210> 53
<211> 26



<212>

PRT
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<213> Homo sapiens

<400>

53

?et Ala Thr

Cys Leu Pro

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

<400>

54
19
PRT

Homo

54

Met Gly Ser
i

val Cys Ala

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

<400>

55
20
PRT

Homo

55

Met Glu Thr

1

Asp Thr Thr

<210
<211>
<212>
<213>

<400>

gaggtgcagc tggtgcagtc tggagcagag gtgaaaaagc ccggggagtc tctgaagatc

56
351
DRA

Homo

56

Gly ger Arg Thr ser Leu igu Leu Ala pPhe Gly Lgu Leu
1

Trp Leu GIn Glu Gly Ser Ala
20 25

sapiens

Thr é]a Ile Leu Ala Leu &eu Leu Ala val Leu g]n Gly
: 5

sapiens

Pro Ala GIn teu Leu Phe Leu Leu Leu Leu Trp Leu Pro
5 10 15

Gly

20

sapiens

60



tcctgtaagg
cccgggaaag
agcccgtect
ctgcagtgga
tactggtact

<210> 57
<211> 327
<212> DNA

gttctggata
gcectggagty
tccaaggeca
gcagcctgaa

tcgatctecg

<213> Homo sapiens

<400> 57
gaaattgtgt

ctctcctgea
cctggecaga
gacaggttca
cctgaagatt

ggccagggga

tgacgcagtc
gggccagtca
ctcccagget
gtggcagtgg
ttgcagtgta

ccaagctgga

cagctttacc
gatggggatc
ggtcaccatc
ggccteggac
gggccgtoge

tccaggcacc
gagtattatc
cctcatctat
gtctgggaca
ttactgtcag

gatcaaa

29129
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agctactgga
atctatcctg
tcagccgaca
accgccatgt

accctggrca

ctgtctttgt
agcagctact
ggtgtatcca
gactrcactc

cagtatggta

tcggetgggt
gtgactctga
agtccatcag
attactgtgg
ccgtctctag

ctccagggga
tagcctggta
gcagggecac
tcaccatcac

actcatttat

gcgecagatg
taccagatac
caccgectac

ttcggggage
t

aagagccacc
ccagcagaaa
tggcatccca
cagactggag
gtacactttt

120
180
240
300
351

60
120
180
240
300
327



