<110>

<120>

<130> P201

<160> 37

<170>

<210> 1
<211> 112
<212> PRT

<213>
<400> 1

Gly Glu Asp
1

Ser Ser Val

Tyr Trp Tyr

35

Ile Phe

50

Ser

Leu Asn

65

Lys

Thr Gly Asp

Thr Ala Leu

<210> 2
<211> 336
<212> DNA

<213>

<400> 2
ggagaggatg

aactgcactt
gcaggtctcc
ctcactgttc

actggggact

tttgggaagg

9-1254

Val Glu

Ile
20

Asn

Lys Gln

Asn Met
Lys

Asp

Ala
85

Ser

Ile
100

Phe

tggagcagag
acacagacag
agttgctgac
tattgaataa
cagctatcta

gaaccacctt

Gln

Cys

Glu

Asp

Lys

70

Ile

Gly

s Z71ES

PatentIn version 3.5

% A (Homo sapiens)

Ser Leu

Thr Tyr

Pro Gly

40

Met
55

Lys
His Leu
Phe

Tyr

Lys Gly

%0 A (Homo sapiens)

tcttttectg
ctcctccacc
gtatattttt
aaaggataaa
cttctgtgca

atcagtgagt

I REEREETEAGRAT
TRBISSX 24 FRERRAI THRR S A

Phe Leu Ser

10

Thr
25

Asp Ser

Ala Gly Leu

Gln Asp Gln

Ser Leu Arg

75

Ala
920

Cys Glu

Thr
105

Thr Leu

agtgtccgag
tacttatact
tcaaatatgg
catctgtctc
gaacctaacc

tccaat

Val Arg Glu

Thr
30

Ser Ser

Gln Leu Leu

45

Arg Leu Thr

60

Ile Ala Asp

Pro Asn Gln

Val Ser

110

Ser

agggagacag
ggtataagca
acatgaaaca
tgcgcattgc

aggcaggaac

Gly
15

Asp

Tyr Leu

Thr Tyr

Val Leu

Thr Gln

80

Ala
95

Gly

Ser Asn

ctccgttata
agaacctgga
agaccaaaga
agacacccag

tgctctgatc

60

120

180

240

300

336



<210>
<211>
<212>

<213>

<400>

3
2
p

52
RT

%0 A (Homo sapiens)

3

Gly Glu Asp

1

Ser

Tyr

Ile

Leu

65

Thr

Thr

Ile

Ser

Val

145

Leu

Ser

Ile

Lys

Ser

Trp

Phe

50

Asn

Gly

Ala

Gln

Asp

130

Ser

Asp

Asn

Pro

Leu
210

Val

Tyr

35

Ser

Lys

Asp

Leu

Asn

115

Lys

Gln

Met

Lys

Glu

195

Val

Val

Ile

20

Lys

Asn

Lys

Ser

Ile

100

Pro

Ser

Ser

Arg

Ser

180

Asp

Glu

Glu

5

Asn

Gln

Met

Asp

Ala

85

Phe

Asp

Val

Lys

Ser

165

Asp

Thr

Lys

Gln

Cys

Glu

Asp

Lys

70

Ile

Gly

Pro

Cys

Asp

150

Met

Phe

Phe

Ser

Ser

Thr

Pro

Met

55

His

Tyr

Lys

Ala

Leu

135

Ser

Asp

Ala

Phe

Phe
215

Leu

Tyr

Gly

40

Lys

Leu

Phe

Gly

Val

120

Phe

Asp

Phe

Cys

Pro

200

Glu

Phe

Thr

25

Ala

Gln

Ser

Cys

Thr

105

Tyr

Thr

Val

Lys

Ala

185

Ser

Thr

Leu

10

Asp

Gly

Asp

Leu

Ala

90

Thr

Gln

Asp

Tyr

Ser

170

Asn

Pro

Asp

Ser

Ser

Leu

Gln

Arg

75

Glu

Leu

Leu

Phe

Ile

155

Asn

Ala

Glu

Thr

Val

Ser

Gln

Arg

60

Ile

Pro

Ser

Arg

Asp

140

Thr

Ser

Phe

Ser

Asn
220

Arg

Ser

Leu

45

Leu

Ala

Asn

Val

Asp

125

Ser

Asp

Ala

Asn

Ser

205

Leu

Glu

Thr

30

Leu

Thr

Asp

Gln

Ser

110

Ser

Gln

Lys

Val

Asn

190

Cys

Asn

Gly

Tyr

Thr

Val

Thr

Ala

95

Ser

Lys

Thr

Thr

Ala

175

Ser

Asp

Phe

Asp

Leu

Tyr

Leu

Gln

80

Gly

Asn

Ser

Asn

Val

160

Trp

Ile

Val

Gln



Asn Leu Ser Val Ile Gly Phe Arg Ile Leu Leu Leu Lys Val Ala Gly
230

225

235

Phe Asn Leu Leu Met Thr Leu Arg Leu Trp Ser Ser

<210> 4
<211> 756
<212> DNA

245

<213> % A(Homo sapiens)

<400> 4
ggagaggatg

aactgcactt
gcaggtctcc
ctcactgttc
actggggact
tttgggaagg
taccagctga
tctcaaacaa
ctagacatga
gactttgcat
agcccagaaa
ctaaactttc
tttaatctgc
<210> 5

<211> 113
<212> PRT

tggagcagag
acacagacag
agttgctgac
tattgaataa
cagctatcta
gaaccacctt
gagactctaa
atgtgtcaca
ggtctatgga
gtgcaaacgc
gttcctgtga
aaaacctgtc

tcatgacgct

tcttttcctg
ctcctccacc
gtatattttt
aaaggataaa
cttctgtgca
atcagtgagt
atccagtgac
aagtaaggat
cttcaagagc
cttcaacaac
tgtcaagctg
agtgattggg

geggetgtgg

<213> % A(Homo sapiens)

<400> 5

Asn Ala Gly Val Thr Gln Thr Pro

1

5

Gln Ser Met Thr Leu Leu Cys Ala

20

Tyr Trp Tyr Arg Gln Asp Pro Gly

35

40

Ser Val Gly Glu Gly Thr Thr Ala

50

55

Asn Val Ser Arg Leu Lys Lys Gln

250

agtgtccgag
tacttatact
tcaaatatgg
catctgtctc
gaacctaacc
tccaatatcc
aagtctgtct
tctgatgtgt
aacagtgctg
agcattattc
gtcgagaaaa
ttccgaatcc

tccagc

Lys Phe Arg
10

Gln Asp Met

25

Met Gly Leu

Lys Gly Glu

Asn Phe Leu

agggagacag
ggtataagca
acatgaaaca
tgcgcattgc
aggcaggaac
agaaccctga
gcctattcac
atatcacaga
tggcctggag
cagaagacac
gctttgaaac

tcctectgaa

Val Leu Lys

Asn His Glu
30

Arg Leu Ile
45

Val Pro Asp
60

Leu Gly Leu

240

ctccgttata
agaacctgga
agaccaaaga
agacacccag
tgctctgatc
ccctgecegtg
cgattttgat
caaaactgtg
caacaaatct
cttcttcccc

agatacgaac

agtggceggg

Thr Gly

15

Tyr Met

His Tyr

Gly Tyr

Glu Ser

60

120

180

240

300

360

420

480

540

600

660

720

756



65

70

75

80

Ala Ala Pro Ser Gln Thr Ser Val Tyr Phe Cys Ala Ser Ser Ser Leu

85

90

95

Glu Asp Pro Tyr Glu Gln Tyr Phe Gly Pro Gly Thr Arg Leu Thr Val

Thr

<210> 6
<211> 339
<212> DNA

<213>

<400> 6
aatgctggtg

ctgctgtgtg
atggggctga
cctgatggct
gctgctccct
gagcagtact
<210> 7

<211> 292
<212> PRT

<213>
<400> 7
Asn

1

Gln Ser

Tyr Trp

35

Val
50

Ser

Asn Val

65

Ala Ala

Ala Gly Vval

Met Thr

Tyr Arg

Gly Glu

Ser Arg

Pro Ser

100

tcactcagac
cccaggatat
ggctgattca
acaatgtctc

cccaaacatc

tcgggeceggs

Thr G1

Leu Le
20

Gln As

Gly Th

Leu Ly

70

Gln
85

Th

# A (Homo sapiens)

cccaaaattc
gaaccatgaa
ttactcagtt
cagattaaaa
tgtgtacttc

caccaggctc

%0 A (Homo sapiens)

n Thr Pro

u Cys Ala

p Pro Gly

40

r Thr Ala

55

s Lys Gln

r Ser Val

105

cgggtcctga
tacatgtact
ggtgagggta
aaacagaatt
tgtgccagca

acggtcaca

Phe
10

Lys Arg

Gln
25

Asp Met

Met Gly Leu

Lys Gly Glu

Phe Leu

75

Asn

Phe
920

Tyr Cys

110

agacaggaca gagcatgaca
ggtatcgaca agacccaggc
caactgccaa aggagaggtc

tcctgectggg gttggagtcg

gttccctgga ggacccctac

Val Thr

15

Leu Lys Gly

Glu
30

Asn His Tyr Met

Leu Ile His

45

Arg Tyr

Val
60

Pro Asp Gly Tyr

Glu Ser

80

Leu Gly Leu

Ala Ser Leu

95

Ser Ser

60

120

180

240

300

339



Glu

Thr

Pro

Leu

145

Asn

Lys

Leu

Cys

Asp

225

Arg

Ser

Ala

Asp

Asp

Glu

Ser

130

Ala

Gly

Glu

Arg

Gln

210

Arg

Ala

Ala

Val

Ser
290

<210>
<211>
<212>

<213>

<400>
aatgctggtg tcactcagac cccaaaattc cgggtcctga

8
8
D

Pro

Asp

115

Glu

Thr

Lys

Gln

Val

195

Val

Ala

Asp

Thr

Leu

275

Arg

76
NA

Tyr

100

Leu

Ala

Gly

Glu

Pro

180

Ser

Gln

Lys

Cys

Ile

260

Val

Gly

Glu

Lys

Glu

Phe

Val

165

Ala

Ala

Phe

Pro

Gly

245

Leu

Ser

Gln

Asn

Ile

Tyr

150

His

Leu

Thr

Tyr

Val

230

Phe

Tyr

Ala

Tyr

Val

Ser

135

Pro

Ser

Asn

Phe

Gly

215

Thr

Thr

Glu

Leu

%0 A (Homo sapiens)

8

Phe

Phe

120

His

Asp

Gly

Asp

Trp

200

Leu

Gln

Ser

Ile

Val
280

Gly

105

Pro

Thr

His

Val

Ser

185

Gln

Ser

Ile

Glu

Leu

265

Leu

Pro

Pro

Gln

Val

Ser

170

Arg

Asn

Glu

Val

Ser

250

Leu

Met

Gly

Glu

Lys

Glu

155

Thr

Tyr

Pro

Asn

Ser

235

Tyr

Gly

Ala

ctgctgtgtg cccaggatat gaaccatgaa tacatgtact

atggggctga ggctgattca ttactcagtt ggtgagggta

cctgatggct acaatgtctc cagattaaaa aaacagaatt

Thr Arg Leu Thr Val
110

Val Ala Val Phe Glu
125

Ala Thr Leu Val Cys
140

Leu Ser Trp Trp Val
160

Asp Pro Gln Pro Leu
175

Cys Leu Ser Ser Arg
190

Arg Asn His Phe Arg
205

Asp Glu Trp Thr Gln
220

Ala Glu Ala Trp Gly
240

Gln Gln Gly Val Leu
255

Lys Ala Thr Leu Tyr
270

Met Val Lys Arg Lys
285

agacaggaca gagcatgaca
ggtatcgaca agacccaggc

caactgccaa aggagaggtc

tcctgectggg gttggagtcg

60

120

180

240



gctgctcect
gagcagtact
ccacccgagg
acactggtgt
aatgggaagg
gccctcaatg
cagaaccccc
gagtggaccc
agagcagact
ctctatgaga
ctgatggcca
<210> 9

<211> 9
<212> PRT

cccaaacatc
tcgggeeggg
tcgectgtgtt
gcctggcecac
aggtgcacag
actccagata
gcaaccactt
aggatagggc
gtggcttcac
tcttgctagg

tggtcaagag

tgtgtacttc
caccaggctc
tgagccatca
aggcttctac
tggggtcagc
ctgcctgagc
ccgctgtcaa
caaacctgtc
ctccgagtct
gaaggccacc

aaaggattcc

<213> % A(Homo sapiens)

<400> 9

tgtgccagca
acggtcacag
gaagcagaga
cccgaccacg
acagacccgc
agccgcctga
gtccagttct
acccagatcg
taccagcaag
ttgtatgccg

agaggc

Lys Ala Ser Glu Lys Ile Phe Tyr Val

1

<210> 10
<211> 6
<212> PRT

5

<213> % A(Homo sapiens)

<400> 10

Asp Ser Ser Ser Thr Tyr

1

<210> 11
<211> 7
<212> PRT

5

<213> % A(Homo sapiens)

<400> 11

Ile Phe Ser Asn Met Asp Met

1

<210> 12
<211> 11
<212> PRT

5

<213> % A(Homo sapiens)

<400> 12

gttccctgga
aggacctgaa
tctcccacac
tggagctgag
agcccctcaa
gggtctcgge
acgggctctc
tcagcgccga
gggtcctgtc

tgctggtcag

ggacccctac
aaacgtgttc
ccaaaaggcc
ctggtggstg
ggagcagccc
caccttctgg
ggagaatgac
ggcctggggt
tgccaccatc

tgccctcgtg

300

360

420

480

540

600

660

720

780

840

876



Ala Glu Pro Asn Gln Ala Gly Thr Ala Leu Ile
1 5 10

<210> 13
<211> 5
<212> PRT

<213> % A(Homo sapiens)
<400> 13

Met Asn His Glu Tyr
1 5

<210> 14
<211> 6
<212> PRT

<213> % A(Homo sapiens)
<400> 14

Ser Val Gly Glu Gly Thr
1 5

<210> 15
<211> 12
<212> PRT

<213> % A(Homo sapiens)
<400> 15

Ala Ser Ser Ser Leu Glu Asp Pro Tyr Glu Gln Tyr
1 5 10

<210> 16
<211> 18
<212> DNA

<213> % A(Homo sapiens)

<400> 16
gacagctcct ccacctac

<210> 17
<211> 21
<212> DNA

<213> % A(Homo sapiens)

<400> 17
attttttcaa atatggacat g

<210> 18
<211> 33
<212> DNA

<213> % A(Homo sapiens)

<400> 18
gcagaaccta accaggcagg aactgctctg atc

18

21

33



<210>
<211>
<212>

<213>
<400>

atgaacc

<210>
<211>
<212>

<213>
<400>
tcagttg

<210>
<211>
<212>

<213>
<400>

gccagca

<210>
<211>
<212>

<213>
<400>
Met Lys

1

Asp Cys

Val Arg

Ser Ser

50

Gln Leu

65

Arg Leu

Ile Ala

Pro Asn

19
15
DNA

# A (Homo sapiens)

19
atg aatac

20
18
DNA

%8 A (Homo sapiens)

20
gtg agggtaca

21
36
DNA

%2 A (Homo sapiens)

21
gtt ccctggagga cccctacgag cagtac

22
273
PRT

%8 A (Homo sapiens)
22

Thr Phe Ala Gly Phe Ser Phe Leu

Met Ser Arg Gly Glu Asp Val Glu
20 25

Glu Gly Asp Ser Ser Val Ile Asn
35 40

Thr Tyr Leu Tyr Trp Tyr Lys Gln
55

Leu Thr Tyr Ile Phe Ser Asn Met
70

Thr Val Leu Leu Asn Lys Lys Asp
85 90

Asp Thr Gln Thr Gly Asp Ser Ala
100 105

Gln Ala Gly Thr Ala Leu Ile Phe
115 120

Phe

Gln

Cys

Glu

Asp

75

Lys

Ile

Gly

Leu

Ser

Thr

Pro

60

Met

His

Tyr

Lys

Trp

Leu

Tyr

Gly

Lys

Leu

Phe

Gly
125

Leu

Phe

30

Thr

Ala

Gln

Ser

Cys

110

Thr

Gln

15

Leu

Asp

Gly

Asp

Leu

95

Ala

Thr

Leu

Ser

Ser

Leu

Gln

80

Arg

Glu

Leu

15

18

36



Val
130

Ser Ser

Arg Ser

145

Asp

Asp Ser Gln

Thr Asp Lys

Ala Vval

195

Ser

Phe Asn Asn

210

Ser Ser

225

Cys

Asn Leu Asn

Leu Lys Val

Ser

<210>
<211>
<212>

<213>

23
819
DNA

<400> 23
atgaagacat

agaggagagg
ataaactgca
ggagcaggtc
agactcactg
cagactgggg
atctttggga
gtgtaccagc

gattctcaaa

Ser Asn

Lys Ser

Ile

Ser

Gln
135

Asn

Asp Lys

150

Thr Asn

165

Thr
180

Val
Ala Trp
Ile

Ser

Asp Val

Val

Leu

Ser

Ile

Lys

Ser Gln

Asp Met

Asn Lys

200

Pro Glu

215

Leu Val

230

Phe Gln

245

Ala
260

Gly

ttgctggatt
atgtggagca
cttacacaga
tccagttgct
ttctattgaa
actcagctat
agggaaccac
tgagagactc

caaatgtgtc

Asn

Phe

Leu Ser

Asn Leu

%0 A (Homo sapiens)

ttcgttcctg
gagtcttttc
cagctcctcc
gacgtatatt
taaaaaggat
ctacttctgt
cttatcagtg
taaatccagt

acaaagtaag

Pro Asp Pro

Ser Val Cys

155

Ser Lys

170

Asp

Arg Ser Met

185

Ser Asp Phe

Asp Thr Phe

Glu Ser

235

Lys

Val Ile

250

Gly

Leu Met Thr

265

tttttgtggc
ctgagtgtcc
acctacttat
ttttcaaata
aaacatctgt
gcagaaccta
agttccaata
gacaagtctg

gattctgatg

Ala
140

Val Tyr

Leu Phe Thr

Ser Asp Val

Asp Phe Lys

190

Ala Cys Ala

205

Phe
220

Pro Ser

Phe Glu Thr

Phe Arg Ile

Leu
270

Leu Arg

tgcagctgga
gagagggaga
actggtataa
tggacatgaa
ctctgecgcat
accaggcagg
tccagaaccc
tctgcctatt

tgtatatcac

Gln Leu

Phe
160

Asp

Tyr Ile

175

Ser Asn

Asn Ala

Glu

Pro

Thr
240

Asp

Leu Leu

255

Trp Ser

ctgtatgagt
cagctccgtt
gcaagaacct
acaagaccaa
tgcagacacc
aactgctctg
tgaccctgcc
caccgatttt

agacaaaact

60

120

180

240

300

360

420

480

540



gtgctagaca

tctgactttg

cccagcccag

aacctaaact

gggtttaatc

<210>
<211>
<212>

<213>

<400>

24
311
PRT

tgaggtctat ggacttcaag
catgtgcaaa cgccttcaac
aaagttcctg tgatgtcaag
ttcaaaacct gtcagtgatt

tgctcatgac gctgcggcetg

%0 A (Homo sapiens)

24

Met Ser Leu

1

Gly

Lys

Glu

Ile

65

Asp

Leu

Ser

Leu

Val

145

Leu

Trp

Pro

Thr

Tyr

50

His

Gly

Glu

Ser

Thr

130

Phe

Val

Trp

Val

Gly

Met

Tyr

Tyr

Ser

Leu

115

Val

Glu

Cys

Val

Gly

Asn

20

Gln

Tyr

Ser

Asn

Ala

100

Glu

Thr

Pro

Leu

Asn
180

Leu

5

Ala

Ser

Trp

Val

Val

85

Ala

Asp

Glu

Ser

Ala

165

Gly

Leu

Gly

Met

Tyr

Gly

70

Ser

Pro

Pro

Asp

Glu

150

Thr

Lys

Cys

Val

Thr

Arg

55

Glu

Arg

Ser

Tyr

Leu

135

Ala

Gly

Glu

Cys

Thr

Leu

40

Gln

Gly

Leu

Gln

Glu

120

Lys

Glu

Phe

Val

agcaacagtg

aacagcatta

ctggtcgaga

gggttccgaa

tggtccagc

Gly

Gln

25

Leu

Asp

Thr

Lys

Thr

105

Gln

Asn

Ile

Tyr

His
185

Ala

10

Thr

Cys

Pro

Thr

Lys

Ser

Tyr

Val

Ser

Pro

170

Ser

Phe

Pro

Ala

Gly

Ala

75

Gln

Val

Phe

Phe

His

155

Asp

Gly

ctgtggcctg gagcaacaaa
ttccagaaga caccttcttc
aaagctttga aacagatacg

tcctcctecct gaaagtggcc

Ser

Lys

Gln

Met

60

Lys

Asn

Tyr

Gly

Pro

140

Thr

His

Val

Leu

Phe

Asp

45

Gly

Gly

Phe

Phe

Pro

125

Pro

Gln

Val

Ser

Leu

Arg

30

Met

Leu

Glu

Leu

Cys

110

Gly

Glu

Lys

Glu

Thr
190

Trp

Val

Asn

Arg

Val

Leu

95

Ala

Thr

Val

Ala

Leu

175

Asp

Ala

Leu

His

Leu

Pro

80

Gly

Ser

Arg

Ala

Thr

160

Ser

Pro

600

660

720

780

819



Gln Leu

195

Pro

Ser
210

Ser Arg

His Phe

225

Arg

Trp Thr Gln

Ala Trp Gly

Val Leu

275

Gly

Thr Leu

290

Tyr

Lys
305

Arg Lys

<210>
<211>
<212>

<213>

25
933
DNA

<400> 25
atgagcctcg

gctggtgtca
ctgtgtgccc
gggctgaggc
gatggctaca
gctccctcecc
cagtacttcg
cccgaggtcg
ctggtgtgec
gggaaggageg
ctcaatgact

aacccccgca

tggacccagg

Lys Glu

Leu

Arg

Cys Gln

Gln

Val

Val

Ala
200

Pro

Ser Ala

215

Gln Phe

230

Asp Arg

245

Arg Ala

260

Ser Ala

Ala

Val

Asp Ser

Ala

Asp

Thr

Leu

Arg

Lys Pro

Cys Gly

Ile Leu

280

Val
295

Ser

Gly

310

ggctcctgtg
ctcagacccc
aggatatgaa
tgattcatta
atgtctccag
aaacatctgt
ggecgggceac
ctgtgtttga
tggccacagg
tgcacagtgg
ccagatactg
accacttccg

atagggccaa

%8 A (Homo sapiens)

ctgtggggcc

aaaattccgg
ccatgaatac
ctcagttggt
attaaaaaaa
gtacttctgt
caggctcacg
gccatcagaa
cttctacccc
ggtcagcaca
cctgagcagc
ctgtcaagtc

acctgtcacc

Leu Asn Asp

Thr Phe Trp

Leu
235

Tyr Gly

Val Thr

250

Gln

Phe
265

Thr Ser

Tyr Glu Ile

Ala Leu Val

ttttctctcc
gtcctgaaga
atgtactggt
gagggtacaa
cagaatttcc
gccagcagtt
gtcacagagg
gcagagatct
gaccacgtgg
gacccgcagc
cgcctgaggg
cagttctacg

cagatcgtca

Ser Arg

205

Tyr

Gln
220

Asn Pro

Ser Glu Asn

Ile Val Ser

Glu Ser Tyr

270

Leu
285

Leu Gly

Leu Met Ala

300

tgtgggcagg
caggacagag
atcgacaaga

ctgccaaagg

tgctggggtt
ccctggagga
acctgaaaaa
cccacaccca
agctgagctg
ccctcaagga
tctcggccac

ggctctcgga

gegecgaggc

Cys Leu

Asn

Arg

Glu
240

Asp

Ala
255

Glu

Gln Gln

Lys Ala

Met Val

tccagtgaat
catgacactg
cccaggcatg
agaggtccct
ggagtcggct
cccctacgag
cgtgttccca
aaaggccaca
gtgggtgaat
gcagcccgcc
cttctggcag
gaatgacgag

ctggggtaga

60

120

180

240

300

360

420

480

540

600

660

720

780



gcagactgtg gcttcacctc cgagtcttac cagcaagggg tcctgtctge caccatcctc 840

tatgagatct tgctagggaa ggccaccttg tatgccgtgec tggtcagtgc cctcgtgetg 900
atggccatgg tcaagagaaa ggattccaga ggc 933
<210> 26

<211> 205

<212> PRT

<213> % A(Homo sapiens)

<400> 26

Gly Glu Asp Val Glu Gln Ser Leu Phe Leu Ser Val Arg Glu Gly Asp
1 5 10 15

Ser Ser Val Ile Asn Cys Thr Tyr Thr Asp Ser Ser Ser Thr Tyr Leu
20 25 30

Tyr Trp Tyr Lys Gln Glu Pro Gly Ala Gly Leu Gln Leu Leu Thr Tyr
35 40 45

Ile Phe Ser Asn Met Asp Met Lys Gln Asp Gln Arg Leu Thr Val Leu
50 55 60

Leu Asn Lys Lys Asp Lys His Leu Ser Leu Arg Ile Ala Asp Thr Gln
65 70 75 80

Thr Gly Asp Ser Ala Ile Tyr Phe Cys Ala Glu Pro Asn Gln Ala Gly
85 90 95

Thr Ala Leu Ile Phe Gly Lys Gly Thr Thr Leu Ser Val Ser Ser Asn
100 105 110

Ile Gln Asn Pro Asp Pro Ala Val Tyr Gln Leu Arg Asp Ser Lys Ser
115 120 125

Ser Asp Lys Ser Val Cys Leu Phe Thr Asp Phe Asp Ser Gln Thr Asn
130 135 140

Val Ser Gln Ser Lys Asp Ser Asp Val Tyr Ile Thr Asp Lys Cys Val
145 150 155 160

Leu Asp Met Arg Ser Met Asp Phe Lys Ser Asn Ser Ala Val Ala Trp
165 170 175

Ser Asn Lys Ser Asp Phe Ala Cys Ala Asn Ala Phe Asn Asn Ser Ile
180 185 190

Ile Pro Glu Asp Thr Phe Phe Pro Ser Pro Glu Ser Ser
195 200 205



<210>
<211>
<212>

<213>

27
615
DNA

<400> 27
ggtgaagatg

aactgcactt
gcaggtctcc
ctcactgttc
actggggact
tttgggaagg
taccagctga
tctcaaacaa
ctagacatga
gactttgcat
agcccagaaa
<210>

<211>
<212>

<213>

28
243
PRT

<400> 28

Asn Ala Gly Val Thr Gln

1

Gln Ser Met

Tyr Trp Tyr

35

Val
50

Ser Gly

Asn Val Ser

65

Ala Ala Pro

Glu Asp Pro

ttgaacagag
acacagacag
agttgctgac
tattgaataa
cagctatcta
gaaccacctt
gagactctaa
atgtgtcaca
ggtctatgga
gtgcaaacgc

gttcc

5

Thr
20

Leu
Arg Gln
Glu

Gly

Arg Leu

Leu

Asp

Thr

Lys

%0 A (Homo sapiens)

tcttttectg
ctcctccacc
gtatattttt
aaaggataaa
cttctgtgca
atcagtgagt
gtcgagtgac
aagtaaggat
cttcaagagc

cttcaacaac

£ A (Homo sapiens)

Thr Pro

Cys Ala

Pro Gly

40

Thr
55

Ala

Lys Gln

70

Gln
85

Ser

Tyr Glu

100

Thr

Gln

Ser Val

Tyr Phe

agtgtccgag
tacttatact
tcaaatatgg
catctgtctc
gaacctaacc
tccaatatcc
aagtctgtct
tctgatgtgt
aacagtgctg

agcattattc

Phe
10

Lys Arg

Gln
25

Asp Met

Met Gly Leu

Lys Gly Glu

Phe Leu

75

Asn

Phe
90

Tyr Cys

Gly Pro Gly

105

agggagacag
ggtataagca
acatgaaaca
tgcgcattgc
aggcaggaac
agaaccctga
gcctattcac
atatcacaga
tggcctggag

cagaagacac

Val Leu Lys

Glu
30

Asn His

Leu Ile

45

Arg

Val
60

Pro Asp

Leu Gly Leu

Ala Ser Ser

Thr Leu

110

Arg

ctccgttata
agaacctgga
agaccaaaga
agacacccag
tgctctgatc
ccctgecegtg
cgattttgat
caaatgtgtg
caacaaatct

cttcttcccc

Thr
15

Gly

Tyr Met

His Tyr

Gly Tyr

Glu Ser

80

Ser Leu

95

Thr Vval

60

120

180

240

300

360

420

480

540

600

615



Thr

Pro

Leu

145

Asn

Lys

Leu

Cys

Asp

225

Arg

Glu

Ser

130

Ala

Gly

Glu

Arg

Gln

210

Arg

Ala

<210>
<211>
<212>

<213>

Asp

115

Glu

Thr

Lys

Gln

Val

195

Val

Ala

Asp

29
729
DNA

Leu

Ala

Gly

Glu

Pro

180

Ser

Gln

Lys

Lys

Glu

Phe

Val

165

Ala

Ala

Phe

Pro

Asn Val

Ile Ser

135

Tyr Pro

150

His Ser

Leu Asn

Thr Phe

Tyr Gly

215

Val
230

Thr

Phe

120

His

Asp

Gly

Asp

Trp

200

Leu

Gln

Pro

Thr

His

Val

Ser

185

Gln

Ser

Ile

Pro

Gln

Val

Cys

170

Arg

Asp

Glu

Val

Glu

Lys

Glu

155

Thr

Tyr

Pro

Asn

Ser
235

Val

Ala

140

Leu

Asp

Ala

Arg

Asp

220

Ala

Ala

125

Thr

Ser

Pro

Leu

Asn

205

Glu

Glu

Val

Leu

Trp

Gln

Ser

190

His

Trp

Ala

Phe

Val

Trp

Pro

175

Ser

Phe

Thr

Trp

Glu

Cys

Val

160

Leu

Arg

Arg

Gln

Gly
240

<400> 29
aacgcgggceg

ctgctgtgtg
atggggctga
cctgatggct
gctgeteect
gagcagtact
ccacccgagg
acactggtgt
aatgggaagg
gccctcaatg

caggaccccc

tgacccagac
cccaggatat
ggctgattca
acaatgtctc
cccaaacatc
tcgggeceggs
tcgectgtgtt
gcctggcecac
aggtgcacag
actccagata

gcaaccactt

%0 A (Homo sapiens)

cccaaaattc
gaaccatgaa
ttactcagtt
cagattaaaa
tgtgtacttc
caccaggctc
tgagccatca
cggtttctac
tggggtctgc
cgctctgagce

ccgctgtcaa

cgggtcctga
tacatgtact
ggtgagggta
aaacagaatt
tgtgccagca
acggtcacag
gaagcagaga
cccgaccacg
acagacccgc
agccgcctga

gtccagttct

agacaggaca
ggtatcgaca
caactgccaa
tcctgectggg
gttccctgga
aggacctgaa
tctcccacac
tggagctgag
agcccctcaa

gggtctcggc

acgggctctc

gagcatgaca
agacccaggc
aggagaggtc
gttggagtcg
ggacccctac
aaacgtgttc
ccaaaaggcc
ctggtgggtg
ggagcagccc
caccttctgg

ggagaatgac

60

120

180

240

300

360

420

480

540

600

660



gagtggaccc aggatagggc caaacccgtc acccagatcg tcagcgecga ggectggggt

agagcagac

<210>
<211>
<212>

<213>

<400>

30
249
PRT

# A (Homo sapiens)

30

Met Gly Glu

1

Asp

Leu

Tyr

Ser

65

Gln

Gly

Gly

Gly

Lys

145

Gln

Gln

Lys

Asn

Ser

Tyr

Ile

50

Leu

Pro

Thr

Gly

Gly

130

Tyr

Asp

Gly

Gly

Phe

Val

Trp

35

Phe

Asn

Gly

Ala

Gly

115

Ser

Leu

Met

Leu

Glu

195

Leu

Asp

Ser

20

Tyr

Ser

Lys

Asp

Leu

100

Ser

Glu

Ser

Asn

Arg

180

Val

Leu

Val

5

Ile

Lys

Asn

Lys

Ser

85

Ile

Glu

Gly

Val

His

165

Leu

Pro

Gly

Glu

Asn

Gln

Met

Asp

70

Ala

Phe

Gly

Gly

Lys

150

Glu

Ile

Asp

Ile

Gln

Cys

Glu

Asp

Lys

Ile

Gly

Gly

Thr

135

Thr

Tyr

His

Arg

Glu

Ser

Thr

Pro

40

Met

His

Tyr

Lys

Gly

120

Gly

Gly

Met

Tyr

Tyr

200

Ser

Leu

Tyr

25

Gly

Lys

Leu

Phe

Gly

105

Ser

Asn

Gln

Tyr

Ser

185

Asn

Val

Ser

10

Thr

Ala

Gln

Ser

Cys

90

Thr

Glu

Ala

Ser

Trp

170

Val

Val

Thr

Leu

Asp

Gly

Asp

Leu

75

Ala

Thr

Gly

Gly

Val

155

Tyr

Gly

Ser

Pro

Ser

Ser

Leu

Gln

60

Arg

Glu

Leu

Gly

Val

140

Thr

Arg

Glu

Arg

Ser

Val

Ser

Gln

45

Arg

Ile

Pro

Ser

Gly

125

Thr

Leu

Gln

Gly

Leu

205

Asp

Arg

Ser

30

Leu

Leu

Glu

Asn

Val

110

Ser

Gln

Gln

Asp

Thr

190

Lys

Thr

Glu

15

Thr

Leu

Thr

Asp

Gln

95

Ser

Glu

Thr

Cys

Pro

175

Thr

Lys

Ser

Gly

Tyr

Thr

Val

Val

80

Ala

Ser

Gly

Pro

Ala

160

Gly

Ala

Gln

Val

720

729



210 215

220

Tyr Phe Cys Ala Ser Ser Ser Leu Glu Asp Pro Tyr Glu Gln Tyr Phe

225 230

Gly Pro Gly Thr Arg Leu Thr Val Thr
245

<21e> 31
<211> 747
<212> DNA

<213> % A(Homo sapiens)

<400> 31

235

atgggtgagg acgtggaaca gagcctgagc ctgagcgtgc

atcaactgca cctacaccga tagcagcagc acctacctgt

ggtgcgggee tgcaactget gacctatatt ttcagcaaca

cgtctgaccg tgagcctgaa caagaaagat aaacacctga

cagccgggtg atagcgcgat ttacttctgc gcggaaccga

atctttggta aaggtaccac cctgagcgtg agcagcggtg

agcgaaggtg gcggtagcga gggeggtgge agcgaaggtg

acccagaccc cgaagtatct gagcgtgaaa accggtcaaa

caagacatga accacgagta tatgtactgg tatcgtcagg

ctgatccact atagcgtggg cgagggtacc accgcgaagg

aacgttagcc gtctgaagaa acagaacttt ctgctgggta

gacaccagcg tttacttctg cgcgagcagc agcctggagg

ggtccgggea cccgtctgac cgttacc

<210> 32
<211> 112
<212> PRT

<213> % A(Homo sapiens)
<400> 32
Met Gly Glu Asp Val Glu Gln Ser Leu Ser

1 5 10

Asp Ser Val Ser Ile Asn Cys Thr Tyr Thr
20 25

Leu Tyr Trp Tyr Lys Gln Glu Pro Gly Ala
35 40

Tyr Ile Phe Ser Asn Met Asp Met Lys Gln
50 55

Leu

Asp

Gly

Asp

240

gtgagggcga cagcgttagc
attggtacaa gcaggaaccg
tggacatgaa gcaggatcaa
gcctgegtat cgaggacgtt
accaagcggg taccgcgctg
gcggtagega gggeggtggc
gcaccggtaa cgcgggcegtt
gcgttaccct gcagtgegeg
atccgggtca aggcctgegt
gtgaagtgcc ggaccgttat
ttgaaagcgt gaccccgagc

atccgtacga acaatatttt

Ser Val Arg Glu Gly
15

Ser Ser Ser Thr Tyr
30

Leu Gln Leu Leu Thr
45

Gln Arg Leu Thr Val
60

60

120

180

240

300

360

420

480

540

600

660

720

747



Ser Leu Asn Lys Lys Asp Lys His Leu Ser Leu Arg Ile Glu Asp Val

65

70

75

80

Gln Pro Gly Asp Ser Ala Ile Tyr Phe Cys Ala Glu Pro Asn Gln Ala

85

90

95

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

<210>
<211>
<212>

<213>

33
336
DNA

<400> 33
atgggtgags

atcaactgca
ggtgecgggcec
cgtctgaccg
cagccgggtg
atctttggta
<210>

<211>
<212>

<213>

34
113
PRT

<400> 34
Asn Ala Gly
1

Gln Ser Val

Tyr Trp Tyr

35

Val
50

Ser Gly

Asn Val Ser

65

Val Thr Pro

Glu Asp Pro

100

acgtggaaca
cctacaccga
tgcaactgct
tgagcctgaa
atagcgcgat

aaggtaccac

Val Thr
5

Thr
20

Leu

Arg Gln

Glu Gly

Arg Leu

Ser Asp

85

Tyr Glu

Gln

Gln

Asp

Thr

Lys

70

Thr

Gln

%8 A (Homo sapiens)

gagcctgagc
tagcagcagc
gacctatatt
caagaaagat
ttacttctgc

cctgagcgtg

%2 A (Homo sapiens)

Thr Pro

Cys Ala

Pro Gly

40

Thr
55

Ala
Lys Gln
Val

Ser

Tyr Phe

105

ctgagcgtgc
acctacctgt
ttcagcaaca
aaacacctga
gcggaaccga

agcagc

Lys Tyr Leu

10

Gln
25

Asp Met

Gln Gly Leu

Lys Gly Glu

Phe Leu

75

Asn

Phe
90

Tyr Cys

Gly Pro Gly

110

gtgagggcga cagcgttagc
attggtacaa gcaggaaccg
tggacatgaa gcaggatcaa
gcctgegtat cgaggacgtt

accaagcggg taccgcgctg

Val Thr

15

Ser Lys Gly

Glu
30

Asn His Tyr Met

Leu Ile His

45

Arg Tyr

Val
60

Pro Asp Arg Tyr

Ile Glu Ser

80

Leu Gly

Ala Ser Leu

95

Ser Ser

Thr Arg Leu Thr Val

60

120

180

240

300

336



100 105 110

Thr

<210> 35
<211> 339
<212> DNA

<213> % A(Homo sapiens)

<400> 35
aacgcgggeg ttacccagac cccgaagtat ctgagcgtga aaaccggtca aagcgttacc

ctgcagtgcg cgcaagacat gaaccacgag tatatgtact ggtatcgtca ggatccgggt
caaggcctgc gtctgatcca ctatagcgtg ggcgagggta ccaccgcgaa gggtgaagtg
ccggaccgtt ataacgttag ccgtctgaag aaacagaact ttctgctggg tattgaaagc
gtgaccccga gcgacaccag cgtttacttc tgcgcgagca gcagecctgga ggatccgtac
gaacaatatt ttggtccggg cacccgtctg accgttacc

<210> 36

<211> 24
<212> PRT

<213> % A (Homo sapiens)

<400> 36

Gly Gly Gly Ser Glu Gly Gly Gly Ser Glu Gly Gly Gly Ser Glu Gly
1 5 10 15

Gly Gly Ser Glu Gly Gly Thr Gly
20

<210> 37
<211> 72
<212> DNA

<213> % A(Homo sapiens)

<400> 37
ggtggcggta gecgagggegg tggeagcgaa ggtggeggta gegagggegg tggeagegaa

ggtggcaccg gt

60

120

180

240

300

339

60

72



