<110>
<120>
<130>

<150>
<151>

<160>
<170>
<210>
<211>
<212>
<213>
<400>
Met Lys
1

Leu Leu

Val Thr

Lys Asp
50

Pro Ser
65

Leu Thr

Asn Tyr

Glu Cys

Ser Pro
130

Asn Arg
145

Ser Asp
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1
273
PRT
Homo

1

Lys

Phe

Asn

35

Tyr

His

Asp

Val

115

Glu

Ser

Cys

sapiens

Thr

Asn

20

Asn

Met

Cys

Leu

Ile

100

Lys

Pro

Ile

Val

Gln

Pro

Val

Ile

Trp

Leu

85

Glu

Arg

Asp

Val

Thr

Leu

Lys

Thr

Ile

70

Asp

Asn

Leu

Ala

150

Ser

Trp

Val

Asp

Leu

55

Ser

Lys

Lys

Ser

Phe

135

Phe

Ser

Ile

Lys

val

40

Lys

Glu

Phe

Leu

Ser

120

Thr

Lys

Thr

Leu

Thr

25

Thr

Tyr

Met

Ser

Val

105

Lys

Pro

Asp

Leu

Thr

10

Glu

Lys

Val

Val

Asn

90

Asp

Glu

Phe

Ser

Cys

Gly

Leu

Pro

vVal

75

Ile

Ile

Leu

Glu

val

155

Pro

Ile

Ile

Val

Gly

60

Gln

Ser

Lys

Phe

140

val

Glu

Tyr

Cys

Ala

45

Met

Leu

Glu

Asp

Lys

125

Phe

Ala

Lys

Leu

Arg

30

Asn

Asp

Ser

Gly

Asp

110

Ser

Arg

Ser

Asp

Gln

15

Asn

Leu

Val

Asp

Leu

95

Leu

Phe

Ile

Glu

Ser

Leu

Arg

Pro

Leu

Ser

80

Ser

Val

Lys

Phe

Thr

160

Arg



Val Ser Val

Asn
195

Leu Arg

Gly Asp Ser

210

Ser Leu Ile

225

Gln Pro Ser

Asp Asn Glu

Val

<210> 2

<211> 1549
<212> DNA
<213> Homo

<400> 2
agcagggaca

cgctgttcgt
ttgtgctgga
tgcatttatc
aatcgtgtga
tacatgataa
agcgagatgg
atttctgaag
cttgtggagt
gaacccaggc
ttcaaggact
cctgagaaag

tccagcctac

165

Thr
180

Lys
Asp Ser
Leu

Ser

Ile Gly

Pro

Ser

170

Phe Met Leu Pro Pro

185

Ser Ser Asn Arg Lys

His

Phe

200

Trp Ala

215

Ala Phe

230

Thr
245

Leu

Ile
260

Ser

sapiens

gtggagaggg
gcaatatgct
tcgcageget
ttcagctgct
ctaataatgt
ccctcaaata
tagtacaatt
gcttgagtaa
gcgtgaaaga
tctttactcc
ttgtagtggc
attccagagt

actgggcagce

Arg

Met

Ala Val

Leu Gln

cgctgcgcetce
ggagctccag
gcctttecett
cctatttaat
aaaagacgtc
tgtccececggg
gtcagacagc
ttattccatc
aaactcatct
tgaagaattc
atctgaaact
cagtgtcaca

catggcattg

Ala

Gly

Glu

Glu
265

Met Ala

Ala Leu

235

Asn Ile

250

Lys Glu

gggctaccca
aacagctaaa
atgaagaaga
cctctcgtca
actaaattgg
atggatgttt
ttgactgatc
atagacaaac
aaggatctaa
tttagaattt
agtgattgtg
aaaccattta

ccagcattgt

Val Ala Ala

190

Ala Lys Asn

205

Leu Pro Ala

220

Tyr Trp Lys

Gln Ile Asn

Glu Phe

270

Arg

atgcgtggac
cggagtcgecc
cacaaacttg
aaactgaagg
tggcaaatct
tgccaagtca
ttctggacaa
ttgtgaatat
aaaaatcatt
ttaatagatc
tggtttcttce
tgttaccccc

tttctcttat

175

Ser Ser

Pro Pro

Leu Phe

Lys Arg

240

Glu
255

Glu

Gln Glu

tatctgcecge
acaccactgt
gattctcact
gatctgcagg
tccaaaagac
ttgttggata
gttttcaaat
agtggatgac
caagagccca
cattgatgcc
aacattaagt
tgttgcagcce

aattggcttt

60

120

180

240

300

360

420

480

540

600

660

720

780



gcttttggag
atacaaatta
caagaagtgt
ttcatgtttg
agaccacatc
aacagaatgt
tggagcagga
atgttggaag
gtctaaatgc
atcctggtcet
ggatctggaa
tgggaactgt

gtctgatttc

ccttatactg
atgaagagga
géttgtggct
cttcataaat
tttatctgtt
tttactgtga
ctctatttta
agaaagcacg
tgaaaaaaca
ctgcaagtag
aaaatgttta
gattggattt

gatctcttcc

gaagaagaga
taatgagata
tgtatcaaca
gaagcagctt
cttgctacce
aactggcact
aggactgcgg
tgtctcagac
cctagcttta
atttcagctt
aaactcagta
ggcaacatgt

tgatgtaaac

cagccaagtc
agtatgttgce
ctgttacttt
taaacaaatt
atgactttat
gaattaatca
gacttgggtc
tgcatgtacc
ttcttcagat
ggatagtgag
gtgtcagcca
cagctttata

catgctcacc

ttacaagggc
aagagaaaga
cgtacattgg
catattctgt
atggatgatt
tctataaaga
tcatttagaa
atttgcatgg
acaaactgca
ggtaacaatt
ctgtacagtg
gttgccgatt

catatccca

agttgaaaat
gagagagttt
ctggtaacag
ctggagtgac
cagaaattgg
agaacttgca
cttgcagctg
ctccagaaat
gcctgtagtt
tttctcaaag
tagaaagcag

agtgatatgg

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1549



