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60/986,170
2007-11-07

61/013,620
2007-12-13

61/015,620
2007-12-20

<160> 118

<170> PatentIn version 3.5

<210> 1

<211> 1131
<212> DNA
<213> Homo

<400> 1
cattctgccc

agctatgaac
cctggtgttg

agccgeccca

" catcctegac

aagcagcaaa
tggatgcttce
tttggagttt
agccagagct
gaatctagat
gcaggcacag
ggagttcctg
gttgttgtta
atgrrgrict
aatttattaa

ttaagaagta

sapiens

tcgagcecac
tectteteca
cctgctgect
cacagacagc
ggcatctecag
gaggcactgg
caatctggat
gaggtatacc
gtgcagatga
gcaataacca
aaccagtggc
cagtccagcec
atgggcattc

ctatggagaa

tatttaaata-

ccacttgaaa

cgggaacgaa
caagcgectt
tcecctgeecec
cactcacctce
ccctgagaaa
cagaaaacaa
tcaatgagga
tagagtacct
gtacaaaagt

ccectgaccc

tgcaggacat
tgagggctct.

cttcttctgg
ctaaaagtat
tgtgaagety
cattttatgt

agagaagctc
cggtccagtt
agtaccccca
ttcagaacga
ggagacatgt
cctgaacctt
gacttgcctg
ccagaacaga
cctgatccag
aaccacaaat
gacaactcat
tcggcaaatg
tcagaaacct
gagcgttagg
agttaattta

attagttttg

1/52

tatctcccct
gccttetece
ggagaagatt
attgacaaac
aacaagagta
ccaaagatgg
gtgaaaatca
tttgagagta
ttcetgcaga
gceagectgce
ctcattctgce
tagcatgggce
gtccactggg
acactatttt
tgtaagtcat

aaataataat

ccaggagecc

tggggctget
ccaaagatgt

aaattcggta

acatgtgtga
ctgaaaaaga
téactggtct
gtgaggaaca
aaaaggcaaa
tgacgaaget
gcagctttaa
acctcagatt
cacagaactt
aattattttt

atttatattt

ggaaagtggc

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960



GNE-0303Us

tatgcagttt gaatatcctt tgtttcagag ccagatcatt tcttggaaag tgtaggetta 1020
cctcaaataa atggctaact tatacatatt tttaaagaaa tatttatatt gtatttatat 1080
aatgtataaa tggtttttat accaataaat ggcattttaa aaaattcagc a 1131
<210> 2
<211> 212
<212> PRT
<213> Homo sapiens
<400> 2 '
%et Asn Ser Phe Eer Thr Ser Ala phe géy Pro val Ala Phe ier Leu

5

Gly Leu Leu Leu-Val Leu Pro Ala gga pPhe pPro Ala Pro val Pro pro
30

Gly Glu égp ser Lys Asp val ﬁ%a Ala Pro His Arg ng Pro Leu Thr
4

ser Ser Glu Arg Ile Asp Lys Gln Ile Arg Tyr Ile Leu Asp-Gly Ile
50 55 60

sepr Ala Leu Arg Lys Glu Thr Cys Asn Lys Ser Asn Met Cys Glu Ser
65 70 75 80

ser Lys Glu Ala Lgu Ala Glu Asn Asn ggu Asn lLeu Pro Lys Met Ala
8 95

Glu Lys Asp Gly Cys Phe Gln Ser Gly Phe Asn Glu Glu Thr Cys Leu
100 105 110

val Lys Ile Ile Thr Gly Leu Leu Glu Phe Glu val Tyr Leu Glu Tyr
115 120 125

Leu Gln Asn Arg Phe Glu ser Ser Glu Glu GIn Ala Arg Ala val Gln
130 - 135 140

Met Ser Thr Lys val Leu Ile Gln Phe Leu GIn Lys Lys Ala Lys Asn
145 150 155 160

Leu Asp Ala Ile Thr Thr Pro Asp Pro Thr Thr Asn Ala Ser Leu Leu
165 - 170 175

Thr Lys Leu GIn Ala GIn Asn Gln Trp Leu Gln Asp Met Thr Thr His
180 185 190

Leu ITe Leu Arg Ser Phe Lys Glu Phe Leu Gin Ser Ser Leu Arg Ala
195 200 205

Leu Arg GlIn Met
210

<210> 3
2/52



<211> 2347
<212> DNA
<213> Homo

<400> 3
ctgtttcagg

gtcatctctt
aagaaagatg
gtccteacct
gaggtcttag
cagtacacct
aaggaagatg
acctttctaa
acaatcagta
ggggtgacgt
tatgagtact
cceattgagg

ttcttcatca

aagaattctc
tcctacttet
gatagagtct
agcgtgeggg
tgcagttagg
étgtttaaag
acgtrttttt
tcattgaaac
ttcatgctat
cgtrtgtctyg
agtccctatt
gctgcaagta
atcatacact
aacctgttga
ggagatggtg
ggatgcctga
agaccccgtc
tcccagetgt
ggtgagccgt

dadadaddaaa

sapiens

gccattggac
ggttttcect
tttatgtcgt
gtgacacccc
gctctggeaa
gtcacaaagg

gaatttggtc

gatgcgaggc:

ctgatttgac
gcggagetge
cagtggagtyg
tcatggtygga
gggacatcat
ggcaggtgga
ccctgacatt
tcacggacaa
cccaggaccyg
ttctgatcca
acacaacgga
aggatcacaa
aatcagctaa
ttaaatattt
ccaggatgta
atgcaaaatg
catcagtttt
tgtgatggat
gaagatccag
ttgataaagc
attttaaaag
tctacaaaaa
tcaggaggat
gattgtgcca

tgattgaaat

tcteegtect
ggttfttctg
agaattggat
tgaagaagat
aaccctgacc
aggcgaggtt
cactgatatt
caagaattat
attcagtgtc
tacactctct
ccaggaggac
tgccgttcac
caaacctgac
ggtcagctgg
ctgcgttcag
gacctcagec
ctactatagc
ggatgaaaat
atagacccaa
tgatatcttt
tttatgtata
aagtaattta
tggaatgttt
tgaatttaat
atgacaatca
gggaacgcaa
gagaacaaga
aatttagggc
ggctagaaaa
aaatttaaaa
gaggcaggag
ctgcatacca

taaaattcag

GNE-0303us

gcccagagea

gcatctecccc

tggtatccgg
ggtatcacct
atccaagtca
ctaagccatt
ttaaaggacc
tctggacgtt
aaaagcagca
gcagagagag
agtgcctgcc
aagctcaagt
ccacccaaga
gagtaccctg
gtccagggea
acggtcatct
tcatcttgga
ttggaggaaa
aaagataatt
gctgtatttg
gattttccag
tgtatttatt
catactctta

tttatttgta

.ggaagaatgc

gagatactta
tgctagttcec
cacttacact
aaatgattga
ttagccagge
gatctcttga
gcctaggtga

ctttagctte

3/52

agatgtgtca
tcgtggecat
atgccé££§§
ggaccttgga
aagagtttgg
cgctectget
agaaagaacc
tcacctgcetyg
gaggctcttc
tcagagggga
cagctgctga
atgaaaacta
acttgcagcet
acacctggag
agagcaagag
gccgcaaaaa
gcgaatgggc
agtggaagat
tctatctgat
tatagttaga
ctctcaagtt
agtatattac
tgacctgatc
ctgacaactt
agtgttctga
catggaaacc
cétgtctgtg
tctaagcaag
ccagecetgyg
gtggtggctc
gcccaggagyg
cagaatgaga

catggcagtc

ccagcagttyg
atgggaactg
agaaatggtg
ccagagcagt
agatgctggce
gcttcacaaa
caaaaataag
gtggetgacy
tgacccccaa
caacaaggag
ggagagtctg
caccagcagc
gaagccatta
tactccacat
agaaaagaaé
tgccageatt
atctgtgecc
attaagcaaa
ttgctttaaa
tgctaaatgce
gccatgggec

tgttatttaa .

catcaggatc
ttcaagcaag
taccagtgcc
tgacaatgca
aagacttcct
tttaatcttt
aaacataaca
atgcettgtyg
tcaaggctat
ccctgtetrca

ctcaccccca

60
120
180

240

300
360
420
480
540
600
660

720

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980



cctctctaaa
gatcttaaga
tggcaggtgg
ccctttetca
tgaaggtgct
gtrrgtttat
tgtaatc

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

<400> 4

4
328
PRT

agacacagga
ttcaagagag
cttcttaaca
ttagcatgaa

acttttaagt

ggatgacaca
aggacaagta
gcecetgtgag
tgaacctgat

aatgtatgtg

ttatttattt

Homo sapiens

Met Cys His Gln Gln
1 . 5

Ala Ser Pro

val Glu Leu
. 35

Thr Cys

50

Asp

ser ser Glu

65

Glu phe Gly

Leu Ser His

Ser Thr Asp

115

Leu Arg Cys

Ley Thr Thr

145

Gly Ser Ser

Ala Glu Arg

Leu

20

Asp

Thr

val

Asp

Ser

100

Ile

Glu

Ile

ASp

val
180

val
Trp
Pro
Leu
Ala
85

Leu
Leu
Ala
ser
Pro

165

Arg

Glu

Leu val

Ala 1le

Tyr Pro

Glu
55

Gly ser

70 .

Gly GlIn

Leu Leu
LYyS Asp

Asn
135

Lys

Thr

ASp
150

Gln

Gly

Gly Asp

atttttgcat

Ile

Trp

‘ASp

40
Asp

Gly

Tyr

Leu

Gln

120

TYyr

Leu

val

Ash

GNE-0303US
gaaacaccgt
gttatggcta
aagcagacag
acacaattat
cgctctgtaa
tctgagycty

ser Trp Phe

10

Glu
25

Leu Lys

Ala pPro Gly

Gly 1le Thr

Thr Leu

75

Lys

Thr Cys His

90

His
105

Lys Lys

Lys Glu Pro

Ser Gly Arg

Thr pPhe Sser

155

Thr Cys Gly

Lys Glu

185

Tyr

4/52

aagtgtctgg
aggacatgaa
atgcaaagaa
gaccagaaaa

agtgattaca

aactaataaa

Ser

Lys

Glu

Trp

60

Thr

Lys

Glu

Lys

Phe

140

val

Ala

Glu

Leu
Asp
Met
45

Thr
Ile
Gly
Asp
Asn
125
Thr
Lys

Ala

Tyr

val

vaT

30

val

Leu

Gln

Gly

cys

ser

Thr

ser
190

aaggcaaaaa

attgtcagaa

aatctggaat

tatggctceca
rrtgtttect

aactcttctt

Phe
15

Leu

Tyr val

val Leu

Asp Gln

val Lys

Glu val
95

Ile Trp

Thr pPhe

Trp Trp

ser Arg
160

Leu Ser

175

val

2040
2100
2160
2220
2280
2340
2347



Cys Glin

val
210

Glu

Ser Ser

225

Leu GIn

Glu Tyr
Phe Cys

Phe
290

val

Ser Ile

305

Glu Trp

Glu

195

Met

Phe

Leu

Pro

val

275

Thr

ser

Ala

Asp

val

Phe

Lys

Asp

val

ser

ser
ASp

Ile

Pro i

245

Thr
val
Lys
Arg

val

Ala

Ala

Trp

Gin

Thr

Ala

310

Pro

cys
val
215
Asp
Lys
Ser
Gly
ser
295

GIn

cys

Pro
200
His
Ile
Asn
Thr
Lys
280
Ala

Asp

Ser

Thr

<210> 5

<211> 1145
<212> DNA
<213> Homo

<400> 5
attctcteccc

ggaattgtct
gccacctget
cgcttectet
agacaattgc
tgaagatgat
cataagaaat
agatatgact
gtataaagat
ttcaactctc
cat caaggat
taagatgcaa
agacctrttt

cactgttcaa

325

sapiens

cagcttgcetyg
cccagtgeat
gcagtctaca
cgcaacaaac
atcaactttyg
gaéaacctgg
ttgaatgacc
gattctgact
agccagecta
tcctgtgaga
acaaaaagtg
tttgaatctt
aaactcattt

aacgaagact

agccctttge
tttgeccctcc
cagctteggg
tatttgtcge
tggcaatgaa
aatcagatta
aagttctctt
gtagagataa
gaggtatggce
acaaaattat
acatcatatt
catcatacga
tgaaaaaaga

agctattaaa

GNE-0303Us

Ala Ala Glu Glu

Lys Leu Lys

Ile Pro

235

Lys

Ser Gln

Pro ser

265

ser Lys Arg

val Ile

Arg Tyr Tyr

315

teccctggey
tggctgccaa
aagaggaaag
aggaataaag
atttattgac
ctttggcaag
cattgaccaa
tgcaccccgy
tgtaactatc
ttcctttaag
ctttcagaga
aggatacttt
ggatgaattg

atttcatgec

5/52

Ser
205

Leu

Tyr Glu Asn

220

Asp Pro Pro

val Glu val

Phe Ser

270

Tyr

Glu Lys Lys

Ccys Lys

Arg
300 .

Ser Ser Ser

actgcctgga
ctetggetge
gaacctcaga
atggctgctg
aatacgcttt
cttgaatcta
ggaaatcggc
accatattta
tctgtgaagt
gaaatgaatc
agtgtcccag
ctagcttgtg
ggggatagat
gggcgcagtg

Pro
Thr

TYr

Asn
240

Lys

Ser
255

Trp
Leuy Thr
AsSp Arg
Ala

ASNh

Ser
320

Trp

cagtcagcaa
taaagcgygct
ccttecagat
aaccagtaga
actttatagc
aattatcagt
ctctatttga
ttataagtat
gtgagaaaat
ctcctgataa
gacatgataa
aaaaagagag
ctataatgtt

gctcacgect

60
120
180
240
300
360
420
480
540
600
660
720
780
840



GNE-0303uUs

gtaatcccag ccctttggga ggctgaggcg ggcagatcac cagaggtcag gtgttcaaga 900
ccagcctgac caacatggtg aaacctcatc tctactaaaa atacaaaaaa ttagctgagt 960
gtagtgacgc atgccctcaa tcccagetac tcaagaggct gaggcaggag aatcacttgc 1020
actccggagg tagaggttgt ggtgagecga gattgeacca ttgecgetcta gecetgggcaa 1080
caacagcaaa actccatctc aaaaaataaa ataaataaat aaacaaataa aaaattcata 1140
atgtg 1145
<210> 6

<211> 193

<212> PRT .

<213> Homo sapiens

<400> 6 )

Met Ala Ala Glu Pro val Glu Asp Asn Cys Ile Asn Phe val Ala Met

1 5 ' 10 15

Lys phe Tle Asp Asn Thr Leu Tyr Phe Ile Ala Glu Asp Asp Glu Asn
20 25 30

Leu Glu ggr Asp Tyr Phe Gly h%s Leu Glu Ser Lys kgu ser val Ile

Arg Asn Leu Asn Asp Gln val Leu Phe Ile Asp GlIn Gly Asn Arg Pro
50 55 60

Ley Phe Glu Asp Met Thr Asp Ser Asp Cys Arg Asp Asn Ala Pro Arg‘
65 70 75 80

Thr Ile Phe Ile Ile Ser Met Tyr Lys Asp Ser GIn Pro Arg Gly Met
85 ‘ 90 95

Ala val Thr 1le ser val Lys Cys Glu Lys Ile Ser Thr Leu Ser Cys
100 105 110

_.Glu.Asnh Lys Ile Ile Ser Phe Lys Glu Met Asn. Pro. Pro. Asp Asn.Xle ... ..

115 120 125

Lys Asp Thr Lys Ser Asp Ile ile Phe Phe GIn Arg Ser val Pro Gly
130 135 140

His Asp Asn Lys Met Gln Phe Glu Ser Ser Ser Tyr Glu Gly Tyr phe
145 150 155 160

Leu Ala Cys Glu Lys Glu Arg Asp Leu Phe Lys Leu Ile Leu Lys Lys
165 i70 175

Glu Asp Glu Leu Gly Asp Arg Ser Tle Met Phe Thr val Gln Asn Glu
, 180 185 130

ASp

6/52



<210> 7

<211> 1147
<212> DNA
<213> Homo

<400> 7
cgaccaggtt

ccctgcagaa
tcttggeect
acaagtccaa
ctagcttggc
tcagtatgag
tgctgttecc
Ccaggctcaé
ggaatgtgca
caattggaga
aaagctgaaa
aaagcgattt
ttccaaatga
cagaaggtag
ctatacaéag
ticcattcect
atatttataa
atatggattt
gatatttatg
gatatcc
<210> 8
<211> 179
<212> PRT
<213> Homo
<400> 8

1

Ala Thr Ser Cys Leu Leu
20
Ala Ala Pro Ile Ser Ser
35

Gin pro Tyr Ile Thr Asn
50

sapiens

cteettecce
atctgtgagce
cttggtacag
cttccageag
tgataacaac
tgagcgcetge
tcaatctgat
caacaggcta
aaagctgaag
actggatttg
aatgaataac
tttttaacca
accecctgegt
actttctaag
aaaacaattt
ttaggggaaa
atgtatttat
atttatagaa

acaataatta

sapiens

Met Ala Ala Leu Gln Lys
5

agtcaccagt
tctttcctta
ggaggagcag
ccctatatca
acagacgttc
tatctgatga
aggtfccagc
agcacatgtc
gacacagtga
ctgtrratgt
taacccectt
aaaggaagat
tagttacaaa
catagatatt
attttttaaa
aaacccctaa
tattattata
acatcattcg

tagagctata

55

Ser val Ser
Leu Leu Ala
25
His Cys Arg
40 -

Arg Thr Phe

GNE-0303us

tgctcgagtt
tggggaccct
ctgcgcccat
ccaaccgcac
gtctcattgg
agcaggtgct
cttatatgca
atattgaagg
aaaagcttgg
ctctgagaaa
tccctgetag
gggaagccaa
ggaaaccaat
tattgataac
taattgtctt
atagcttcat
agactgcatt
atattgctac

acatgtttat

ser Phe

10

Leu Leu

Leu

Asp

Met Leu

7/52

agaattgtct
ggccaccage
cagctcccac
¢ttcatgetyg
ggagaaactg
gaacttcacc
ggaggtogtyg
tgatgacctyg
agagagtgga
tgcetgeatt
aaataacaat
actccatcat
gccacttttg
atttcattgt
tttccataaa
gtttccataa
tratttatat
ttgagtgtaa

ttgacctcaa

gcaatggccg
tgectecttc
tgcaggcttg
gctaaggagg
rtccacggag
cttgaagaag
cccttectgg
catatccaga
gagatcaaag
tgaccagagc
tagatgcccc
gatgggtoga
trtataagac
aactggtgtt
aaagattact
tcagtacttt
cattttatta
ggctaatatt

taaacacttg

Leu Met Gly Thr Leu
15

val GIn Gly Gly Ala
30

Lys Ser Asn Phe Gln

45

Ala Lys Glu Ala Ser

60

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140

1147



Leu Ala

65

Asp

His Gly val

Asn Phe Thr

Pro Tyr Met

Asn

ser

Leu

100

GIn

Asn

Met

85

Glu

Glu

Thr
70

Ser

Glu

val

Asp

Glu

val

val

Arg

Leu

Pro

GNE-0303US
val Arg Leu ;le Gly Glu

Cys

Phe
105

Phe

Tyr
90

Pro

Leu

Leu
Gln

Ala

115

Ser
130

Leu

val GlIn

145

Ile LysS

Ala cys

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

<400> 9
aaaacaacag

9
1049
DNA
Homo

cgctgaacag
tggtgcaagg
agctgtaatg
cagcagccct
gagtgcacat
aaatgatgtt
cagtcagttc
atcggatatt
tgccteccta
gcagattcca
ccttcgeage
aaccctgagt
aggccaagat
attrtagtgg

ctatgataag

Thr

Lys

Ala

Cys His

Leu

LyS

Ile

Ile

sapiens

gaagcagctt
agagaatcag
cgcagageca
ctgctgttge
gcctggactc
ccactagtgg
ccccatatcc
tgcttgcaaa
ttcacaggggy
ctgggectca
agcctcagtc
ctccaggect
ccctaaaggce
aaatctacca
gacctgcata

gttgagtatt

Ile

120

Glu
135

Gly

Thr val

Leu Asp

acaaactcgg
gctcaaagca
gccagatttg
tgctgeecty
agtgccagea
gacacatgga
agtgtggaga
ggatccacca
agccttetet
gccaactect
ccagccagec
ttgtggetgt
agcagctcaa
cceccaggeac
tgttgaaaat

tattagatgg

Asp

Lys

Leu

Asp Leu

Leu
155

Lys

Leu Phe

170

tgaacaéctg
agtggaagtg
agaagaaggc
gacagctcag
gctttcacag
tctaagagaa
tggctgtgac
gggtctgatt
gctccctgat
gcagcctgag
atggcagegt
agccgeecyy
ggatggcact
ctgtgagcca
taccaatact

gaagggaaat

8/52

Lys

Met Lys Gin

Ser Asp

110

Leu
125

Arg Ser

His Ile Glin

140

Gly Glu ser

Met Ser Leu

agggaaccaa
ggcagagatt
aaaaagatgc
ggcagagcty
aagctctgcea
gagggagatg
ccccaaggac
ttttatgaga
agcectgtog
ggtcaccact
ctcettetee
gtctrtgecc
cagatctcca
acaggttaat
gactgacatg

ttggggatta

Phe
80

Leu

val
95

Leu
Phe Gln
Asn Arg
Asn

Arg

Glu
160

Gly

Arg Asn

175

accagagacg
ccaccaggac
tggggagcag
tgcctggggy
cactggcctyg
aagagactac
tcagggacaa
agctgetagg
gccagettca
gggagactca
gcttcaaaat
atggagcagc
tggcccagcea
tagtccatta
tgatgctgac

tttatcctcc

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960



GNE-0303Us

tggggacagt ttggggagga ttatttattg tatttatatt gaattatgta cttttttcaa 1020
taaagtctta tttttgtggc taaaaaaaa 1049
<210> 10
<211> 189
<212> PRT
<213> Homo sapiens
<400> 10
?et'Leu Gly ser ?rg Ala val Met Leu Egu Leu Leu Leu Pro Tgp Thr
1

aAla 6In Gly Arg Ala val pPro Gly Gly ser Ser Pro Ala Trp Thr Gln
' 20 25 30

cys GIn Gln Leu Ser GIn Lys'Leﬁ cys Thr Leu Ala Trp ser Ala His
35 40 45

pro Leu val Gly His Met Asp Leu Arg Glu Glu Gly Asp Glu Glu Thr
50 55 60

Thr Asn Asp val Pro His Tle GlIn cys Gly Asp Gly Cys Asp Pro Gln
65 - 70 ' 75 80

Gly Leu Arg Asp Asn Ser GIn phe Cys Leu GIn Arg Ile His GIn Gly
85 90 95

.Leu Ile pPhe Tyr Glu Lys Leu Leu Gly Ser Asp Ile Phe Thr Gly Glu
100 105 110

Pro Ser Leu Leu Pro Asp Ser Pro val Gly GIn Leu His Ala Ser Leu
115 120 125

Leu Gly Leu Ser GIn Leu Leu Gln Pro Glu Gly His His Trp Glu Thr
130 135 140

Gln ¢1ln Ile Pro Ser Leu Ser Pro ser Gln Pro Trp Gln Arg Leu Leu
145 150 155 160

Leu Arg Phe Lys Ile Leu Arg Ser Leu Gln Ala phé val Ala val Ala
165 170 175

Ala Arg val Phe Ala His Gly Ala Ala Thr tLeu Ser Pro

180 185
<210> 11
<211> 808
<212> DNA-
<213> Homo sapiens
<400> 11
gatataaagc tcctacagct acctggcctg agaagccaac tcagactcag ccaacagaga 60
ttgttgattt gcctcttaag caagagattc attgcagctc agcatggctc agaccagetc 120

atacttcatg ctgatctcct gectgatgtt tctgtctcag agccaaggec aagaggecca 180

9/52



GNE-0303Us

gacagagttg ccccaggecc ggatcagctg cccagaaggc accaatgcct atcgctecta 240
ctgctactac tttaatgaag accgtgagac ctgggttgat gcagatctct attgccagaa 300
catgaattcg ggcaacctgg tgtctgtget cacccaggec gagggtgect ttgtggectc 360
actgattaag gagagtggca ctgatgactt caatgtctgg attggcctcc atgaccccaa 420
aaagaaccgc cgctggeact ggagcagtgg gtccctggte tcctacaagt cctggggeat 480
tggagcccca agcagtgtta atcctggeta ctytgtgagec ctgacctcaa gcacaggatt 540
ccagaaatgg aaggatgtgc cttgtgaaga caagttctcc tttgtctgca agttcaaaaa 600
ctagaggcaa ctggaaaata catgtctaga actgatccag caattacaac ggagtcaaaa 660
attaaaccgyg accatctctc caactcaact caacctggac actctcttct ctgctgagtt 720
tgccttgtta atcttcaata gttttaccta ccccagtctt tggaacccta aataataaaa 780
ataaacatgt ttccactatt gtgctgtc 808
<210> 12
<211> 166
<212> PRT .
<213> Homo sapiens
<400> 12 _
Met Ala GIn Thr Ser Ser Tyr Phe Met Leu Tle Ser Cys Leu Met Phe
1 5 10 15
Leu Ser GlIn Ser GIn Gly Gin Glu Ala Gln Thr Glu Leu Pro GIn Ala
20 25 30
Arg Ile Ser Cys Pro Glu Gly Thr Asn Ala Tyr Arg Ser Tyr Cys Tyr
35 40 45
Tyr Phe Asn Glu Asp Arg ¢lu Thr Trp val Asp Ala Asp Leu Tyr Cys
50 55 60

GIn Asn Met Ash ser Gly Asn Leu val Ser val Leu Thr GIn Ala Glu
65 70 . 75 80
Gly Ala phe val Ala Ser Leu Ile Lys Glu Ser Gly Thr Asp Asp phe

85 90 95
asn val Trp Ile Gly Leu His Asp Pro Lys Lys Asn Arg Arg Trp His

100 105 110
Trp Ser Ser Gly Ser Leu val Ser Tyr Lys Ser Trp Gly Ile Gly Ala
115 120 125
pPro Ser Ser val Asn Pro Gly Tyr Cys val ser Leu Thr Ser Ser Thr
130 135 140

Gly Phe GIn Lys Trp Lys Asp val Pro Cys Glu Asp Lys Phe ser Phe
145 150 155 160

10/52



val cys Lys Phe Lys Asn
165

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

<400> 13
aagccacctc

13
773
DNA

agagattcac
ctgatgttcc
atcagctgcc
cctgagacct
tctgtgctca
gatgacagca
agtagtgggt
gctggetact
tgtgagaaga
tgtctagaac
actcagttca
ctgtcteagt
<210>
<211>

<212>
<213>

14
166
PRT
Homo

<400> 14
Tet Ala Gln

Leu Ser Leu

Ile Ser

35

Arg

Phe
50

Tyr Asn

Gin
65

Ash Met

Gly Ala phe

Ash val Trp

Homo sapiens

aagtggacaa
tgcecgetaag
tgtctctgag
cagaaggcac
gggttgatgce
ccecaggegga
atgtctggat
ccetggtetc
gtgcaagect
agttctectt
tggtccfgca
gaccatctcc

ctctagagec

sapiens

Thr Asn

5

ser GlIn

20

Cys Pro

Glu

ASp

ASn Ser

Ser

Gly

Glu

Pro

Gly

ggcracttacc
catggctcag
ccaaggecag
caatgcctat
agatctctat
gggtgecttc
tggcetceat
ctacaagtcc
gacttcatgc
tgtttgcaag
attactatga
tccctaatga

ctgaaaaata

phe Phe

Glu

Gln

Thr
40

cly

clu Thr
55

Asn Leq

70

Ala
85

val

1le
100

Gly

ser

Leu

teu Ile

His Asp

GNE-0303US

aacagagatt
accaactcgt
gagtcccaga
cgetectact
tgccagaaca
gtggcctcac
gacccaaaaa
tgggacactg
tcaggattca
ttcaaaaact
agtcaaaaat
gtttgeatcg

aaaacaaact

Leu Ile
10

Met

ser GIn Thr

25

Asn Ala Tyr

val Asp

Trp

Ser val
75

val

Glu Sser
90

Lys

Pro
105

Lys Lys

11/52

gctgatttge
tctteatget
cagagctgcc
gctactactt
tgaattcagg
tgattaagga
agaaccgccg
gatccccgag
agaaatggaa
agaggaagct
taaactagac
ctgatcttca

tatttttatc

Ser Ser Leu

Pro

Glu Leu
: 30

ser
45

Arg Tyr

Ala Leu

60

ASp

Leu Thr Gln

Thr

Ser

Asn Arg

ASp

tccttaagea
gatctectec
taatccccga
taatgaagac
caacctggtyg
gagtagcact
ctggcéctgg
cagtgctaat
ggatgaatct
gaaaaatgga
tatgtctcca
gtaccttcac

cag

Met Phe

15

Asn Pro

cys Tyr
Tyr Cys

Glu
80

Ala

Asp Ser

95

Trp His

60
120
180
240
300
360
420
480
540
600
660
720
773



Trp ser
115

Pro ser
130

Gly phe
145

val Cys

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

<400> 15
aaaccatacc

15
807
DNA

atgctgectce
ctgtctcagg
cccaaaggct
tggacagatg
agtggggcety
tacgtctgga
gagtggagta
tcaagccccg
tataactgta
gtcagcagcec
ccctggaaga
ctgtrtette
taaagagcaa
<210>
<211>
<212>
<213> Homo
<400> 16

¥et Leu Pro

16
175
PRT

sapiens

atatcccacc
ccatggcect
ttcaaggtga
ccéaggccta
cagatctggc
agggatcctt
ttgggetcca
gcagtgatgt
gcecactgtge
atgtgaggtt
tgtgtttggt
gaatattcgc
ctccecgetd

taaaatttrt

sapiens

Lys Phe Lys Asn
165

agagagtgac
gcccagtgta
agaaccccag
tggctcccac
ctgccagaad
cgtgtcctcec
tgaccccaca
gatgaattac
gagcetgteg
accctatgtc
gtgcaactca
ttaattcccc
tcatttcagt

agtctgc

GNE-0303Us

tcctgattge
tettggatgce
agggaactgc
tgctatgect
cggcectctg
ctggtgaaga
cagggcaccg
tttgcatggy
agaagcacag
tgcaagttca
tcatgggcat
caacctgacc

ctcttecattt

pro Met Ala Leu Pro Ser val Ser
5 10

Cys Leu Met Leu Leu Ser Gln val GIn Gly Glu
20 25

Leu Pro Ser Ala Arg Ile Arg i%s Pro Lys Gly
35

12/52

ctectcaagt
tgctttectg
cctctgeacg
tgttttigtc
gaaacctyggt
gcattggtaa
agcccaatygg
agagaaatcc
catttctgag
ctgactagtg
gagaccagtg
acctcattct

tgtcatacgg

ser Gly Ser Leu val Ser Tyr Lys Ser Trp Asp Thr Gly Ser
120 125
ser Ala Asn Ala Gly Tyr Cys Ala Ser Leu Thr ser Cys Ser
135 140

Lys Lys Trp Lys Asp Glu Ser Cys Glu Lys Lys Phe ser Phe
150 155 160

cgcagacact

ccteatgetg

gatcegetgt
accaaaatcc
gtctgtgete
CagCtatha
agaaggttgy
ctccaccatce
gtggaaagat
caggagggaa
tgaggactca
tatctttctt

cctaaggctt

Trp Met Leu ieu ser
5

Glu Pro GIn Arg Glu
30

ser Lys Ala Tyr Gly
45

60
120
180
240
300
360
420
480
540
600
660
720
780
807



GNE-0303Us

13/52

ser His Cys Tyr Ala Leu Phe Leu Ser Pro Lys Ser Trp Thr
50 55 60

Asp Leu Ala Cys GlIn Lys Arg Pro ser Gly Asn Leu val ser

65 70 75

ser Gly Ala Glu g1y ser phe val ser Sgr Leu val Lys Ser

5

Asn Ser Tyr Ser Tyr val Trp 1le Gly Leu His Asp Pro Thr
100 105 110

Thr Glu Pro Asn Gly Glu Gly Trp Glu Trp Ser Ser ser Asp

115 120 125
Asn Tyr Phe Ala Trp Glu Arg Asn pro Ser Thr Ile Ser Ser
130 135 140

His Cys Ala Ser Leu Ser Arg Ser Thr Ala Phe Leu Arg Trp

145 . 150 155

Tyr Asn Cys Asn val Arg Leu Pro Tyr val Cys Lys Phe Thr

: 165 170

<210> 17

<211> 784

<212> DNA

<213> Homo sapiens

<400> 17

aaaccatacc atatcccacc agagagtcgce agacactatg ctgectecca

cagtgtatct tggatgctge tttcctgect catgctgetyg tctcaggttc

accccagagg gaactgcecct ctgcacggat ccgetgtece aaaggcteca

ctcccactge tatgecttgt ttrtgtcacc aaaatcectgy acagatgcag

ccagaagcgg ccctctggaa acctggtgtc tgtgctcagt ggggctyagg

gtcctccctyg gtgaagagca ttggtaacag ctactcatac gtctggattg

ccccacacag ggcaccgage ccaatggaga aggttgggag tggagtagca

gaattacttt gcatgggaga gaaatccctc caccatctca agccceggec

cctgtcgaga agcacagcat ttctgaggtg gaaagattat aactgtaatg

ctatgtctgce aagttcactg actagtgcag gagggaagtc agcagcctgt

caactcatca tgggcatgag accagtgtga ggactcacce tggaagagaa

attcccccaa cctgaccace tcattcttat ctitcttetg tttcttecte

tttcagtctc trcattttgt catacggect aaggctttaa agagcaataa

ctgce

<210> 18

<211> 175

<212> PRT

Asp Ala

val Leu

80

Ile
95

Gly

Gln Gly

val met

Pro Gly

Lys
160

ASp

tggccetgec
aaggtgaaga
aggcctatgg
atctggecty
gatccttcgt
ggctccatga
gtgatgtgat
actgtgcgag
tgaggttacc
gtttggtgrg
tattcgetta
cccgetgtea

aatttttagt

60
120
180
240
300
360
420
480
540
600
660
720
780
784



<213> Homo

<400> 18
Met Leu Pro
1

Cys Leu

Pro Ser
35

Leu

His
50

ser cys

Asp Leu Ala

65

ser Gly Ala

Asn Ser Tyr

Thr Glu Pro

115

Asn Tyr Phe

His Ala

145

cys

Tyr Asn Cys

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

<400> 19
gggagggtcc

gggctregggg

19
1002
DNA

gatgtgacca
ggggtatctg
caagtcgcag
tcctgectea
gcacggatcc
ttgtcaccaa

ctggtgtctg

Met’

sapiens

Pro Met
5

Leu Leu

20

Ala Arg

Tyr Ala

cys Gln

Glu Gly

85

ser
100

TYr
Asn Gly
Ala

Trp

Ser Leu

Ala

ser

Ile

Leu

Lys

70

ser

val

Glu

Glu

ser

Leu Pro

Gln val

Ser

GIn

GNE-0303Us

val ser
10

Gly Glu

25

cys
40

Arg

Phe
55

Leu

Arg Pro

phe val

Trp Ile

Gly Trp

Asn
135

Arg Ser

150

val
165

Asn

sapiens

cttcctcagg
atgggagagt
agatcacttt
tgtgtrctce
acactatgct
tgctgetgtc
gctgtcccaa
aatcctggac

tgctcagtgg

Arg

Leu Pro

gagcacagga
acacagattc
agtcctaggy
cactgaccac
gecteccatg
tcaggttcaa
aggctccaag
agatgcagat

ggctgaggga

Pro

ser

Ser

ser

Pro

Thr

Tyr

Lys
Pro

Lys

Asn
75

Gly

Ser Leu

90

Leu His

Trp Ser
Thr

ser

Phe
155

Ala

val
170

cys

actctgagac
acaactcatt
gactagagaa
gctttcttta
gceetgeeca
ggtgaagaac
gcctatgget
ctggcctgec

tecttegtgt

14/52

Gly

Trp Met Leu

GIn
30

Glu Pro

ser Lys Ala

ser Thr

60

Trp

Leu val ser

val Lys Ser

Thr
110

Asp Pro

Ser Ser

125

ASD

Ile
140

Ser ser

Leu Arg Trp

Lys phe Thr

tcagcaaggg
cagaactgta
ggaaaatgac
gtgactccty
gtgtatcttg
cccagaggga
cccactgcta
agaagcggcc

cctecectggt

Leu Ser

15

Arg

Tyr Gly

Asp Ala

val Leu

80

Ile
95

Gly

Gln Gly

val Met

pPro Gly

Asp

Lys
160

Asp
175

rgtcctggga
gaagatgatg
atgaggcagt
attgectect
gatgctgctt
actgccctet
tgccttgttt
ctctggaaac

gaagagcatt

60
120
180
240
300
360
420
480
540



GNE-0303us

ggtaacagct actcatacgt ctggattggg ctccatgacc ccacacaggg caccgagecc 600
aatggagaag gttgggagtg gagtagcagt gatgtgatga attactttgc atgggagaga 660
aatccctcca ccatctcaag ccccggecac tgtgegagec tgtcgagaag cacagcattt 720
ctgaggtgga aagattataa ctgtaatgtg aggttaccct atgtctgcaa gttcactgac 780
tagtgcagga gggaagtcag cagcctgtgt ttggtgtgca actcatcatg ggcatgagac 840
cagtgtgagg actcaccctg gaagagaata ttcgettaat tcccccaace tgaccacctc 900
attcttatct ttcttctgtt tcttectece cgctgtcatt tcagtctctt cattttgtca 960
tacggcctaa ggctttaaag agcaataaaa tttttagtct gc 1002
<210> 20
<211> 175
<212> PRT .
<213> Homo sapiens
<400> 20
%et Leu Pro Pro %et Ala Leu Pro ser Xg1 Ser Trp Met Leu Lgu Ser

1

Cys Leu Met Leu Leu ser GIn val Gln Gly Glu Glu Pro Gin Arg Glu
20 25 : 30

Leu Pro ger Ala Arg Ile Arg gys Pro Lys Gly ser kgs Ala Tyr Gly
5 40 .

ser His Cys Tyr Ala Leu P?e Leu Ser Pro Lys ggr Trp Thr Asp Ala
50 5

Asp Leu Ala Cys GIn Lys Arg Pro Ser Gly Asn teu val ser val Leu
65 70 75 80

ser Gly Ala Glu Gly Ser phe val Ser Ser Leu val Lys ser Ile Gly
- 85 90 95 .

Asn Ser Tyr Ser Tyr val Trp Tle Gly Leu His Asp Pro Thr G1n Gly
100 105 110

Thr Glu Pro Asn Gly Glu Gly Trp Glu Trp Ser ser Ser Asp val Met
115 120 125

Asn Tyr Phe Ala Trp Glu Arg Asn Pro ser Thr Tle Ser Ser Pro Gly
130 135 140

His Cys Ala Ser Leu Ser Arg ser Thr Ala Phe Leu Arg Trp Lys ASp
145 ) 150 155 160

Tyr Asnh Cys Ash val Arg Leu Pro Tyr val Cys Lys Phe Thr Asp
165 170 175

<210> 21
<211> 847

15/52



<212> DNA
<213> Homo

<400> 21
ccatcectga

atctcaccag
gatgctgett
actgccctct
tgccttgttt
ctctggaaaa
gaggagcatt
ctctgagect
atgggagaaa
cacaggattt
gttcaaggac
gacatgagac
ctgactacct
ttctetgtet
taaaaaa

<210>
<211>
<212>
<213> Homo
<400> 22

Met Leu Pro
1

22
175
PRT

Cys Leu Ile

ser
35

Leu Pro

Pro
50

ser cys

Asp Leu Ala

b5

sar Gly Ala

Asn Ser Tyr

ser Glu Pro

sapiens

gatcttttta
agagtcgcag

tectgectea

.ccacggatca

ttgtcaccaa
ctggtgtctg
agtaacagct
gatggagatg
aatccctcca
ctgaagtgga
tagggcaggt
cagtgtgaag
tgtcatgatc

tccatgtctt

sapiens

Pro Met
5

Leu Leu

20

Pro Arg

Tyr Ala

Ccys Glin

Ty

Glu G
85

ser
100

Tyr

asp Gly

Ala

cys

Ile

Leu

Ser

Ile

Asp

taaaaaaccc
acactatgct

ttctectgty

gctgtcccaa

aatcctggat
tgctcagtgy
attcatacat
gatgggagty
ccatcttaaa
aagattataa
gggaagtcag
actcaccctg
ctccttettt

gagatctcag

Leu Pro

Gln val

Ser Cys

40

rPhe
55

Leu
Arg Pro
phe val
Ile

Trp

Gly Trp

Gln

Pro

GNE-0303us

agtctttoct
gcctececatg
tcaggttcaa
aggctecaag
ggatgcagat
ggctgaggga
ctggattgggy
gagtagcact
ccetggecac
ctgtgatgca
cagcetgage
gaagagaata
ttectittte

agaataataa

val Ser
10

ser

'G1y Glu

25

Lys Gly

ser Pro Lys

Lys
75

ser Gly

ser
90

ser Leu

Gly His

105

Leu

Glu Trp Ser
16/52

gaccagacaa
gcecctgececa
ggtgaagaaa
gcectatgget
ctggettgcec
tccttegtgt
ctccatgécc
gatgtgatga
tgtgggagcc
aagttaccct
ttggcgfgca
ttcteccecaa
ttcaccttca

taaaaatgtt

Trp Met Leu

Thr GlIn
30

Glu

Lys Ala
45

ser

ser
60

Trp Met

Leu

val

ASp

val ser

Arg ser

Pro Thr

agcataccag
gtgtgrccty
cccagaagga
ccecectgeta
agaagcggec
cctccctggt
ccacacaggg
attactttgc
tgtcaagaag
atgtctgcaa
gctcatcatg
actgccctac
rttcaggett

actttatact

Leu Ser

15

Lys

Tyr Gly

Asp Ala

val Leu

80

Ile Ser

95

Gin Gly

110

ser

Thr Asp

val Met

60
120
180
240
300
360
420
480
540
600
660
720
780
840
847



115

120

GNE-0303Us

Asn Tyr Phe Ala Trp Glu Lys Asn pro ser Thr
130 135

145

His Cys Gly Ser Leu ser Arg Ser Thr Gly Phe
150 155

Tyr Asn Cys Asp Ala Lys Leu pro Tyr val Cys
165 170

<210> 23
<211> 947
<212> DNA
<213> Homo

<400> 23
¢catccctga

atctcaccag
tgtgtgtect
acactatgct
ttctectgty
gctgtcccaa
aatcctggat
tgctcadgtgg
attcatacat
gatgggagty
ccatcttaaa
aagattataa
gggaagtcag
actcaccctg
ctccttettt
gagatctcag
<210>
<211>
<212>
<213>
<400> 24

24
175
PRT
Homo

1

sapiens

gatcttttta
agagtcctag
cecegetgacce
gcctececatg
tcaggftcaa
aggétccaag
ggatgcagat
ggctgaggga
ctggattggy
gagtagcact
ccctggecac
ctgtgatgca
cagcctgagce
gaagagaata
ttcetttttc

agaataataa

sapiens

taaaaaaccc
gggactacag
acacttcctt
gcéctgccca
ggtgaagaaa
gcctatggcet
ctggcttgec
fccttcgtgt
ctccatgacc
gatgtgatga
tgtgggagee
aagttaccct
ttggegtgea
ttctccccaa
ttcaccttca

taaaaatgtt

Met Leu Pro Pro Met Ala Leu Pro ser Vg
5 1

agtctttgct
aaggaaaaag
tagtgacccy
gtgtgtcctyg
cccagaagga
ccecctgeta
agaagcggec
cctecctygt
ccacacaggyg
attactttgc
tgtcaagaag
atgtctgcaa
gctecatcatg
actgccctac
tttcaggett

actttatacg

cys Leu Ile Leu Leu Cys GIn val GIn Gly Glu
20 25

Leu Pro ser Pro Arg Ile Ser Cys Pro Lys Gly
35 40

17/52

T ser

125

Ile Leu Ash Pro Gly

140

Leu Lys Trp Lys Asp
160

Lys Phe Lys ASp
175

gacéagacaa
acaagaggca
attgcctect
gatgctgcett
actgcectct
tgccttottt
ctctggaaaa
gaggagcatt
ctctgagect
atgggagaaa
cacaggattt
gttcaaggac
gacatgagac
ctgactacct
ttctetgtct

taaaaaa

agcataccag
gtaggatatc
caagtcgcag
tcetgectca
ccacggatca
ttgtcaccaa
ctggtgtctyg
agtaacagct
gatggagatd
aatccctcca

ctgaagtgga

tagggcaggt.

cagtgtgaag
tgtcatgatc

tccatgtett

Trp Met Leu Leu Sser
15

Glu Thr Gln Lys Glu
30

ser Lys Ala Tyr Gly
45

60
120
180
240
300
360
420
480
540

600

660
720
780
840
900
947



ser Pro Cys Tyr Ala Le

50

Asp Leu Ala Cys Gin Ly

65

70

ser Gly Ala Glu Gly Se

85

_Asn ser Tyr Ser Tyr I

100

ser Glu Pro Asp Gly As

115

Asn Tyr Phe Ala Trp Gl

130

His Cys Gly Ser Leu Se

145

Tyr Asn Cys

<210> 25

<211> 1285
<212> DNA
<213> Homo

<400> 25
ataagacttt

aaagattatt
actggagaca
atcaaggaga
agctacatcc
fgagctgect
ctggatggtt
ctgatgccga
gtttaaagga
tatggattgg
tgtatctgta
tgagctccaa
tcctgtgcaa
cgtectettce

gcaaactaag

15

Asp Ala Ly
165

sapiens

tatggatgga
aattcctgag
ctgaagaagg
acccaggagt
tcagggtagg
ggccaaaaca
ttaccacaag
gctcgagtot
agccagcacc
cctgeacgac
cagatcctgg
taacaacttt
gtaccgacca
ctttctgcta

agtgataagg

GNE-0303Us

u Phe Leu Ser Pro Lys Sgr Trp Met
6

55

s Arg Pro Ser Gly Lys

75

r phe val Ser Ser Leu

90

e Trp Ile Gly Leu His

p Gly Trp Glu Trp ser

u Lys Asn

Pro Ser Thr

r arg Ser Thr Gly Phe

0

155

s Leu Pro Tyr Vval Cys

ttgtttttct
gcaagaagat
caggggcect
ttcaaagaag
aggaagatgg
ggagtcctygy
tccaattgcet
cagtcttacy
atagcagagt
ccacagaaga
tctggcaagt
ttaacttgga
tagagcaaga
gcctggetaa

gccctactac

170

caaataatat
ataaaagctc
tagagtctty
cgctagtaag
cttccagaag
gtgatatcat
atggttactt
gaaacggagc
acataagtgg
ggcagcagtyg
ccatgggtag
gcagcaacga
atcaagattc
atctgetcat

actggetttt

18/52

Leu val Ser
val Arg ser

Asp Pro Thr
110

ser Thr Asp
125

Tle Leu Aén
140

Leu Lys Trp

Ltys Phe Lys

tatcgetttg
cagaaacgtt
gttgccaaac
gtctctgaga
catgcggcty
catgagaccc
caggaagcty
ccacctggea
ctatcagaga
gcagtggatt
gaacaagcac
atgcaacaag
tgctaactcec
tatttcagag

ttaggcttag

Asp Ala
val Leu

80

Ile ser

925

Gln Gly

val Met

Pro Gly

Lys ASp

ASp

tgactaaagt
gactgggacc

agatttgcag . .

tecttgeact
ctcctattgc
agctgtgetc
aggaactggt
tctatectga
agccagecga
gatggggcca
tgtgctgaga
cgccaacact
tgcacagecc
gggaaaccta

agacagaaac

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900



GNE-0303Us

tttagcattg gcccagtagt ggettetage tctaaatgtt tgccccgeca tcccttieca 960
cagtatcctt cttcccrect cccctgtcte tggctgtcte gagcagtcta gaagagtgca 1020
tctccagect atgaaacagce tgggtctttg gccataagaa gtaaagattt gaagacagaa 1080
ggaagaaact caggagtaag cttctagacc ccttcagett ctacaccctt ctgcecctctc 1140
tccattgect gcaccccacc ccagccacte aactectgct tgrrtttect ttggccatag 1200
gaaggtttac cagtagaatc cttgctaggt tgatgtgggc catacattcc tttaataaac 1260
cattgtgtac ataagaaaaa aaaaa 1285
<210> 26
<211> 158
<212> PRT
<213> Homo sapiens
<400> 26
%et Ala Ser Arg ger Met Arg Leu Leu igu Leu Leu Ser Cys Lgu Ala

1

Lys Thr Gly val Leu Gly Asp Ile Ile Met Arg Pro Ser Cys Ala Pro
20 25 30 :

Gly Trp g?e Tyr His Lys Ser ﬁgn cys Tyr Gly Tyr de Arg Lys Leu

Arg egn Trp Ser Asp Ala ggu Leu Glu Cys GIn Zgr Tyr Gly Asn Gly

Ala His Leu Ala ser Ile Leu Ser Leu Lys Glu Ala Ser Thr Ile Ala
65 70 ) 75 80

Glu Tyr Ile Ser Gly Tyr Gln Arg Ser GIn Pro Ile Trp Ile Gly Leu
85 20 95

His Asp Pro GlIn Lys Arg Gln GIn Trp Gln Trp Ile Asp Gly Ala Met
100 105 110

Tyr Leu Tyr Arg Ser Trp Ser Gly Lys Ser Met Gly Gly Asn Lys His
3 /

cys ala Glu Met Ser Ser Asn Asn Asn Phe Leu Thr Trp Ser Ser Asn
130 135 140

Glu Cys Asn Lys Arg GlIn His Phe Leu Cys Lys Tyr Arg Pro
145 150 155

<210> 27

<211> 1087

<212> DNA

<213> Mus musculus

<400> 27
ccaagaacga tagtcaattc cagaaaccgce tatgaagttc ctctctgcaa gagacttcca 60

tccagttgec ttcttgggac tgatgctggt gacaaccacy gccttcecta cttcacaagt 120
19/52



ccggagagga
agtcggaggc
caatggcaat
tccagagata
attgaaaatt
cttaaaagat
tcatatcttc
caatgctctc
ccaattcatc
aacctagtgc
atatatcctg
atgttgggac
agttaattta
atagttttga
atggtttctt
agaaatcttt
tatattt

<210>
<211>
<212>
<213> Mus m

<400> 28
Tet Lys Phe

28
211
PRT

Leu Met Leu

Phe
35

Gly Asp

Glin
50

ser val

Met
65

Arg Lys

asp Ala Leu

Asp Gly Cys

gacttcacag
ttaattacac
tctgattgta

caaagaaatg

tcctetggto

aacaagaaag
aaccaagagg
ctaacagata
ttgaaatcac
gtratgccta
ttgtcaggta
actattttaa
tgattgatat
aatgataacc
ggaatgtata

gtgatgtatt

usculus

Leu Ser
5

val Thr
20

Thr Glu

Gly Gly

Glu Leu

Ala

Thr

AsSpD

Leu

Cys

aggataccac
atgttctety
tgaacaacga
atggatgcta
ttctggagta
acaaagccag
taaaagattt
agctggagtc
ttgaagaatt
agcatatcag
tctgacttat
ttatttttaa
ttattatttt
taaaaatcta
agtttacctc

tttataatgt

Arg ASp

Ala

Thr

Thr
40

Thr

Ile Thr

55

Asn Gly

70

Glu
85

Ala

Tyr Gln

100

Asn

Thr Gly

Asn Leu

Tyr

GNE-0303US
tceccaacaga
ggaaatcgtg
tgatgcactt
ccaaactgga
ccatagctac
agtccttcag
acataaaata
acagaaggag
tctaaaagtc
tttgtggaca
gttgttctct
tttattgata
tatgaagtgt
tttgatataa
aatgaattgc

ttagactgtc

His
10

phe Pro

rhe Thr

25

Pro

Pro Asn Arg

His val Leu

ASp
75

Asn Sser

Leu
20

Lys Pro

Asn GIn Glu

105

20/52

cctgtctata
gaaatgagaa
gcagaaaaca
tataatcagg
ctggagtaca
agagatacag
gtcettecta
tggctaagga
actttgagat
ttcctcacty
acgaagaact
atttaaataa
cacttgaaat
atattctgtt
taatttaaat

ttcaaacaaa

val Ala

Ser Gln

30

val
45

Pro

Trp Glu

60

cys Met

ile

Glu

1le Cys

pPhe

val

Tyr

Ile

Asn

GlIn

L.eu

ccacttcaca
aagagtitgty
atctgaaact
aaatttgcct

tgaagaacaa

aaactctaat

ccccaattte
ccaagaccat
ctactcggca

tggtcagaaa

gacaatatga

gtaaacttta
gttatatgtt

acctagccag

atgtttttaa

taaattatat

Leu
15

Gly

Arg Arg

Thr Thr

val Glu

Ash Asp

80

Arg Asn

95

Leu Lys

110

180
240
300
360
420
480
540
600
660

1720
780
840
900
960

1020

1080

1087



Ile Ser

ser

Gly Leu

115

Asn
130

AsSn

Thr
145

His LyS

Lys Leu
Ile

Leu

Glin
210

Arg

<210> 29

<211> 1951

<212> DNA

Leu

Glu

Ile

Glu

Lys Asp

Thr Leu

Leu

AsSn

Ile

Glu Tyr

120

Lys
135

Lys

His Tle

150

val Leu

165

ser Gln

180

Ser lLeu

<213> Mus musculus

<400> 29
agaaggaaca

gttctectect
caggggacag
accatctcct
gagaaagacg
aacctcacct
ggagtcatag
cagtacacct
aaggaaaatg
aagtgtgaag
atggacttga
tgtggaatgyg
tattcagtgt
gaactggcgt
atcagggaca
tcacaggtgy
tcectcaagt

gggtgtaacc

gtgggtgtcc
cttecectgtce
gctacccctg
ggtttgceat
tttatgttgt
gtgacacgcce
gctctggaaa
gccacaaagg
gaatttggtc
caccaaatta
agttcaacat
cgtctctgtc
cctgccagga
tggaagcacg
tcatcaaacc
aggtcagctg
tctttgttcy

agaaaggtgc

Pro

LyS

Glu

Thr Pro

Glu Trp

Asp

Phe

Leu

GNE-0303Us
His ser Tyr Leu Glu

Lys Ala

Glin
155

Ash

ser
170

Asnh

Arg Thr

185

Phe
200

Glu

aggcacatca
gctaactece
aaccaggcag
cgttttgetg
agaggtggac
tgaagaagat
gaccctgacc
aggcgagact
cactgaaatt
ctccggacgg
caagagcagt
tgcagagaag
ggatgtcacc
gcagcagaat
agacccgceec
ggagtaccct
aatccagegc

gttcctegta

l.eu

Lys val

gaccaggcag
tgcatctaga
cgtgggagtg
gtgtctccac
tggactceccg
gacatcacct
atcactgtca
ctgagccact
ttaaaaaatt
ttcacgtget
agcagttcecc
gtcacactgg
tgcecaactg
aaatatgaga
aagaacttgc
gactcctgga
aagaaagaaa

gagaagacat

21/52

Tyr

Arg val Leu

140

Glu val Lys

Ala Leu Leu

Lys Thr tle

Met LYS

Gln Arg

Leu
160

AsSp

Thr
175

Asp

Gln pPhe

190

Thr Leu

205

Arg

ctcgcagcaa
ggctgtccag
ggatgtgtec
tcatggccat
atgceectgg
ggacctcaga
aagagtttct
cacatctget
tcaaaaacaa
catggctggt
ctgactctcg
accaaaggga
ccgaggagac
actacagcac
agatgaagcc
gcactcceca
agatgaagga

ctaccgaagt

ser Thr

agcaaggtaa
attcagactc
tcagaagcta
gtgggagcty
agaaacagtg
ccagagacat
agatgctggce
gctecacaag
gactttcecty
gcaaagaaac
ggcagtgaca
ctétgagaag
cctgeccatt
cagcttcttc
tttgaagaac
ttcctactte
gacagaggag

ccaatgcaaa

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080



ggcgggaaty
gcatgtgttc
aagacattaa
tgcrtgytey
atgtaaatgt
tcéacttggc
tgcatttcac
actgggacca
atcagggctg
acaagcagtg
aagctgtaaa
agaagtgata’
ttttgaaagg
caggcagatc
agtgccacac
<210>
<211>
<212>
<213>

<400> 30
?et cys Pro

30
335
PRT
Mus m

val ser Pro

val
35

val Glu

Thr Cys Asp

Arg His Gly

65

Glu Phe Leu

Leu Ser His

Glu
115

Ser Thr

Glu Ala Pro

tetgegtgea
cetgeagggt
ggaagaaaaa
gcttttteca
taaatgcccg
cttatgctgt
atttgtatac
ggccctatta
cgtaggtaca
ttacatattt
gttgactctg
ttgataagaa
ctgggtatcg
tctgtgagtt

agaaattctd

uscutus

GIn Lys
5

Leu

Met
20 '

ASp Trp
Thr

Pro

val Ile

t.eu

Ala

Thr

Glu

Gly

agctcaggat
ccgatcctag
tttaaactca
gttttcctaa
cagagccagg
tgaaatattt
caagatgtat
tgcaaattgt
ttagctttty
grgaccagta
aagagtttag
accagggcct
gtggtatatg
tgaggacagc

tctcaaaaac

Thr Ile

Met Trp

Pro Asp

40

Glu
55

Asp

ser Gly

70

Ala
85

Asp

ser His

100

Ile Leu

Asn Tyr

Gly

Leu

LyS

ser

Gln Tyr

Leu

Leu

rPhe
120

Asn

Gly Arg

Ser

Glu

25

Ala

AsSp

LYyS

Thr

His

GNE-0303US
cgctattaca

gatgcaacgt
ggatggaaga
gttcatcatg
gagctaatgt
aagtaattta
tgaatatttc
gagcttgtta
‘tgacaaccaa
aagacatagg
cactagtttc
tctttagaag
cttttaattc
ctggtgtaca

a

Trp Phe

10

Leu Glu

rro Gly

Ile Thr

Thr Leu

75

Cys His

20

Lys Lys

105

Lys Ash Lys

phe Thr Cys

22/52

attcctcatg
tggaaaggaa
gtcccccaaa
acacctttgce
atgcatagat
tgtatttatf
atgtgctcgt
tcttettcaa
taagaacata
tggtatttgg
aacaccaaga
ggtacctaaa
cagcactcag

gagggagttc

Ala Ile

LysS

ASp

Thr
45

Glu

Trp Thr

60

Thr Ile

Gly

Lys

Glu Asn

val

val

30

va'l

Ser

Thr

Gly

Gly

cagcaagtgg
agaaaagtgg
agctgtctte
tgatttctac
attctagcat
aatttatttc

ggcctgatec

cagctcttca -

atattctgac
agacatgaag
aagacttttt
tttaaaagaa
gagaccaagyg

cagcacagcec

Leu
15

Leu

Tyr val

Asn Leu

Asp Gln

val Lys

80

Glu Thr

95

ITle Trp

110

Phe
125

Thr

Ser Trp

Leu

Leu

Lys Cys

val GlIn

1140
1200
1260
1320
1380
1440
1500
1560
1620
1680

1740

1800
1860
1920
1951



130

Asn Met

145

Asp Ser Arg

val Thr Leu

val
195

Glu Asp

Ala Leu Glu

210

Phe pPhe Ile

225

Met Lys Pro

Asp Ser Trp

GlIn
275

Arg Ile

Glin
290

Asn Lys

Cys Lys Gly

305

ser ser Cys

31
866
DNA

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

<400> 31
ggcacagctyg

tggctggage
gecgccteaa
aagactcttg
ctgaagaaaa
taatacggaa

atatgactga

ASp
Ala
180
Thr
Ala
Arg
Leu
Ser
260
Arg
Gly

Gly

Ser

Leu
val
165
Gln
cys
Arg
AsSp
Lys
245
Thr
Lys
Ala

Asn

Lys

Mus musculus

gacctggtgg
tgctgacagyg
accttccaaa
cgtcaacttc
tggagacctg
tataaatgac

tattgatcaa

135

Phe Asn

Ccys Gly

Arg Asp Tyr

Ile

Met

Glu

GNE-0303US
140

Ser
155

LYyS

Ala ser

170

Lys Tyr

185

Ala
200

Pro Thr

Gln
215

Glin ASh

Ile Ile

230

Lys

Asn Ser GlIn

Pro His ser

Glu

Lys

Pro

val

Tyr

Glu Thr

Glu

Tyr

Pro
235

Asp

Glu val

250

phe Ser

265

Lys Glu

phe Leu

295

val val

310

cys

Trp Ala Cys

gggttctcty
cctgacatct
tcacttectce
aaggaaatga
gaatcagaca
caagttctct

agtgccagtg

Met

Glu

Gin

val

Lys Glu

Lys Thr
Ala GlIn

Pro
330

Cys

tggtitccatg
tctgcaacct
ttggcecagg
tgtttattga
actttggecy
tcgttgacaa
aaccccagac

23/52

Ser ser Ser

Leu Ser Ala

val Ser

190

Ser

Pro Ile

205

Leu

Asn ser

220

Tyr

Pro Lys Asn

Ser Trp Glu

phe
270

Leu Lys

Glu
285

Thr Glu

ser Thr Glu

300

Asp Arg Tyr

Arg val Arg

ctttctggac
ccagcatcag
aacaatggct
caacacgctt
acttcactgt
aagacagcct

cagactgata

ser Pro

160

Glu
175

Lys
Ccys GIn
Giu Leu
Thr

ser

Gln
240

Leu

Tyr Pro

255

phe val

Gly Cys

val

Asn
320

Tyr

Ser
335

tecetgectyc
gacaaagaaa
gccatgtcag
tactttatac
acaaccgcag
gtgttcgagg
atatacatgt

60
120
180
240
300
360.
420



GNE-0303Us

acaaagacag tgaagtaaga ggactggctg tgaccctcte tgtgaaggat agtaaaatgt 480
ctaccctete ctgtaagaac aagatcattt cctttgagga aatggatcca cctgaaaata 540
ttgatgatat acaaagtgat ctcatattct ttcagaaacg tgttccagga cacaacaaga 600
tggagtttga atcttcactg tatgaaggac actttcttge ttgccaaaag gaagatgatg 660
ctttcaaact cattctgaaa aaaaaggatg aaaatgggga taaatctgta atgttcactc 720
tcactaactt acatcaaagt taggtgggga gggittgtglt tccagaaaga tgattagcac 780
acatgcgcct tgtgatgacc tcgectgtat ttccataaca gaatacccga ggctgcatga 840
tttatagagt aaacacgttt atttgt 866
<210> 32
<211> 192
<212> PRT
<213> Mus musculus
<400> 32 .
get Ala Ala Met ger Glu Asp Ser Cys X81 Asn Phe Lys Glu Met Met

15

phe Ile Asp Asn Thr Leu Tyr Phe Ile pPro Glu Glu Asn Gly Asp Leu
20 25 30

Glu Ser Asp Asn Phe Gly Arg Leu His cys Thr Thr Ala val Ile Arg
35 40 45

Asn Ile Asn Asp Gln val Leu Phe val Asp Lys Arg Gln Pro Val phe
50 55 - 60

Glu Asp Met Thr Asp ILle Asp cln ser Ala Ser Glu Pro GIn Thr Arg
65 70 75 ‘ 80

Leu Tle Ile Tyr Met Tyr Lys Asp Ser Glu val Arg Gly Leu Ala val
85 - 90 95

Thr Leu Ser val Lys Asp Ser Lys Met ser Thr Leu Ser Cys Lys Asn
100 105 110

Lys Ile Ile Ser Phe Glu Glu Met Asp Pro Pro Glu Asn Ile Asp Asp
115 120 125

Tle GIn Ser Asp Leu Ile Phe Phe Gin Lys Arg val pPro Gly His Asn
130 135 140

Lys Met Glu phe Glu Ser Ser Leu Tyr Glu Gly His Phe Leu Ala Cys
145 150 155 160

GIn Lys Glu Asp Asp Ala Phe Lys Leu Ile Leu Lys Lys LyS Asp Glu
165 170 175

Asn Gly Asp Lys Ser val Met Phe Thr Leu Thr Ash Leu His GIn ser
180 185 190

24/52



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

<400> 33
cctaaacagg

33
1121
DNA

tcctgeagaa,

tcattgeect
aggtgtccaa
ccagecttge
tcagtgctaa
ttectgercec
ccaaactcag
agaatgtcag
' cgattgggga
gaagctagaa
aatggacttt
acatgaaacc
tagacttgat
aaaaataatg
aaagcttatg
aagtatacat
gctattgata
tcttaggett
34

179
PRT

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

<400> 34
1

Ala Ala Ser Cys Leu Leu
20
Ala Leu Pro val Asn Thr
35
Gln PBO Tyr rle val Asn
5

Leu Ala Asp Ash Asn Thr

Mus musculus

ctectectete
atctatgagt
gtgggeccag
cttccagcag
agataacaac
agatcagtgc
ccagtcagac
caatcagcfc
aaggctgaag
actggacctg
aacgaagaac
tttactaaag
tggctcagtt
aaccacaaag

tactttaaaa

taacttcatt-

tttatttaty
tttagtataa

taataaacac

Mus musculus

Met Ala val Leu GIn Lys
5

acttatcaac
ttttcectta -
gaggcaaatg
ccgtacatcg
acagacgtcc
tacctgatga
aggttccaéc
agctccfgtc
gagacagtga
ctgtttatgt
tgctccttec
gaaagtgaga
gaaaaagaaa
attcattgac
aattgtttga
tccatatcca
tcagtttatt
ggcaaataat

atggatatca

ser

Leu Ile

Arg Cys

40

arg Thr

55

Asp val

Met Ser

Ala

25

Lys

Phe

Arg

GNE-0303US

tgttgacact
tggggacttt
cgctgeecgt
tcaaccgcac
ggctcatcgg
agcaggtgct
cctacatgca
acatcagcgg
aaaagcttgg
ctctgagaaa
tgccttctaa
agctaacgtc
atagtgtcaa
aatatrtttat
aaggaggtta
atattttata
aatatggatt
atttatgaca

taaaaaaaaa

phe Ser
10

Leu Trp
Leu Glu

Met Leu

teu Ile

25/52

tgtgegatct
ggcecgecage
caacacccgg
ctttatgetg
ggagaaactg
caacttcacc
ggaggtggta
tgacgaccag
agagagtgga
tgcttgegte
aaagaacaat
catcatcatt
gttgtccatg
tgtcactgat
cctcteattce
tatgtaagtt
tatttataga
ataactatgg

a

Leu Met

Ala Gln

30

val ser

45

Ala
60

Lys

Gly Glu

Gly

Glu

Asn

Glu

LysS

ctgatggctg
rgcctgetic
tgcaagctty
gccaaggagd
ttccgaggag
ctggaagacg
cctttectga
aacatccaga
gagatcaagg
tgagcgagaa
aagatccctg
agaagatttc
agaccagagg
gatacaacag
ctttagaaaa
tatttattat
aacattatct

aaacaagata

Thr Leu
15

Ala Asn
Phe Gln

Ala Ser

Leu Phe

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1121



65

Arg Gly val

Asn

Pro

phe Thr

Tyr Met

70

Ala
85

ser Lys

Leu Glu

100

Asp

GIn Glu val

115

Leu
130

val
145

Ala cys val

<210> 35

<211> 1359
<212> DNA
<213>

<400> 35
cgcttagaag

caggcctgat
ttgcagagca
taggagtagc
agcctggaac
agagactaaa
caaggacaac
cctgettgac
gcaacttcac
ggagacccaa
ttccaagatc
cggagcagcea
tggctaccat
ggacttgtygc
gagaaaagaa
ataaagtctc

ggggcggrag

ser Ser
Arg Arg

Lys Ala

cys His 1le

Glu
150

Leu Lys

Ile Gly Glu

Asp

val

val

ser

135

Thr

Leu

Glin

Leu

Pro

120

Gly

val

ASp

GNE—-0303US
75

Cys Tyr Leu
90

Leu

105

Phe

Asp

Lys

Leu

Pro
Leu
Asp
Lys

Leu

GlIn

Thr

GIn

Leu

155

Phe

Met

ser

Lys

Asn

140

Gly

Met

Lys

Asp

Leu

125

Ile

Glu

Ser

Glin

Arg

110

ser

Gln

ser

Leu

val

95

phe

Ash

Lys

Gly

Arg

80

Leu

Gln

Gln

Asn

Glu

160

Asn

Mus musculus

tcggactaca
gcagatcaca
gtaataatgc
agtcctgact
gcacatgcac
aataatgtgc
agccagttct
tctgacatct
acctccctac
cagatgcceca
cttcgaagec
actctgactg
gataagacta
tgttctigtt
acaaacccca
gagcecttgg

catcgagaaa

gagttagact
gagccagcca
tatggctgtt
gggcrcagrg
cagcgggaca
ccegtatcca
gcttgcaaad
fcaaagggga
taggactcag
gcctgagttc
tccaggectt
agccecttagt
atctatcagc
ttgtttgttt
gagcaggcag
ccttggaage

ctgtgagaaa

170

cagaaccaaa
gatctgagaa
gccectgggtce
ccagcagctc
tatgaatcta
gtgtgaagat
gatccgccaa
gcctgetcta
ccaactectc
tagtcagcag
tttggccata
gccaacaget
ccagacatct
tgcgtgaagg
ctggctagag
gggcaagcag
acccagagca

26/52

ggaggtggat
gcagggaaca
actcagggcc
tctcggaatc
ctaagagaag
ggttgtgacc
ggtetggett
ctccctgata
cagccagagg
tggcagcgec
gctgeecggy
taaggatgcc
accagttaat
gcaaggacac
aaaggagctyg
ctgegtggec

tcagaaaaag

agggggtcca
agatgctgga
tggctgtgcc
tctgcatget
aagaggatga
cacaaggact
tttataagca
gcecccatgga
atcacccecg
cccttetecy
tctttgecca
caggttccca
taacccatta
cattattaaa
gagaagaaga
tgaggggaag
tgagcccagg

60
120
180
240
1300
360
420
480
540
600
660
720
780
840
900
960
1020



GNE-0303Us

ctttggecat tatctgtaag aaaaacaaga aaaggggaac attatacttt cctgggtggce 1080
tcagggaaat gtgcagatgc acagtactcc agacagcagc tctgtacctg cctgctetgt 1140
ccctcagttc taacagaatc tagtcactaa gaactaacag gactaccaat acgaactgac 1200
aaatactacc actatgacct gtgacaaagc tgcatattta ttaagtggga agggaacttt 1260
tgatattatt tatccttgta acagtataga tgatggttat ttattctatt tataaggaat 1320
tatgtatttt ttrrttcaat aaagatttat ttatgtggc 1359
<210> 36

<211> 196

<212> PRT

<213> Mus musculus

<400> 36 ’

?et Leu Asp Cys érg Ala val Ile Met igu Trp Leu Leu Pro {gp val

Thr 6In Gly LSU Ala val Pro Arg ggr ser ser Pro Asp gap Ala Gin
2

cys GIn g1n Leu Ser Arg. Asn hgu Cys Met Leu Ala ng Asn Ala His
5

Ala pro Ala Gly His Met egn Leu Leu Arg Glu ggu Glu Asp Glu Glu

Thr Lys Asn Asnh Val Pro Arg Tle GIn Cys Glu Asp Gly Cys Asp Pro
65 70 75 80

Gln Gly Leu Lys Asp Asn Ser Gln Phe Cys Leu GlIn Arg Tle Arg Gln
85 920 95

Gly Leu Ala Phe Tyr Lys His Leu Leu Asp Ser Asp Ile Phe Lys Gly
100 105 110 _

Glu Pro Ala Leu Leu Pro Asp Ser Pro Met Glu Gln Leu His Thr ser’
115 120 125

Leu Leu G1y Leu Ser Gln teu teu Gln Pro Glu Asp His Pro Arg Glu
130 135 140

Thr G1n GIn Met Pro Ser Leu Ser Ser Ser Gln GIn Trp Gin Arg Pro
145 150 155 160

Leu Leu Arg Ser Lys Ile Leu Arg Ser Leu Gln Ala Phe Leu Ala Ile
165 170 175

Ala Ala arg val phe Ala His Gly ala Ala Thr Leu Thr Glu Pro Leu
180 185 190

val pro Thr Ala

195 27/52



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

<400> 37
acaccatcca

37
759
DNA

gtcctggatg
gaagaatata
ctgctatgec
gaggcetgga
catggtgaag
tctgggtgea
ctttaactgg
aagagcttct
ctgcaaattt
atcatggaca
ccacattaga
tgggctcaat
210>
<211>
<212>
<213>
<400> 38

mMet Leu Pro
1

38
175
PRT
Mus m

Cys Leu Met

Ile ser

35

Pro

Ser Tyr

50

Cys

Glu Ala

65

Leu

Asn Ser Ala

Asn Ser Tyr

Ala Glu Pro

Mus musculus

gatctctgga
ctgctctect
cccteegeac
ttgtttcaga
ggacacctcg
agaacaggaa
gaacccaatg
gagaggaacc
ggatttctaa
actggttaaa
agggacaaaa
gccttaatct

tctaaaataa

usculus

pro Thr
5

Leu Leu

20

Ala Arg

Tyr Ala
Cys Gln

Ala
85

Glu

Gln
100

TY"r

Asn

Ala
ser
Ile

Leu

Thr

G1va1y Gly

agacagacaa
gcctgatgct
gcattagttg
taccacagac
tatctgtgct
acagctacca
gaggtggatg
catctactgce
aatggagaga
cttatcagac
tgtgaagact
gctctttecca

aaataagctt

Cys Sser

Gln val

Ser Cys

40

phe Gln

55

Arg Pro

Phe teu
Ile

Trp

Trp

val

Gin

GNE-0303US

gatgctgect
cttatctcag
ccccaaggge
ctggtttygat
caatagcgcet
atacactfgg
ggaatggagt
cttagaccgt
tatgacatgt
agcaaacatc
cacctagaaa
tatctgtctt

tctgtcaca

Met
10

Ser

Gly Glu

25

Pro Lys G1y

ITe Pro Glin

His
75

Gly Gly

Ser Met

90

ser

Gly Leu His

Glu Trp Ser

28/52

ccaacagcect
gttcaaggtg
tcccaggett

gcagaactgg

‘gaggcttcat

attgggctcc
aacaatgacg
gctttctgtg
gaggtgaagt
ccgaattigt
aagéattttc

tagtcctttt

Trp Met

ser

AsSp

Gin
45

ser

Thr
60

Trp
Leu val
val

LYS

Asp Pro

Leu

Leu

30

Ala

Phe

Ser

Arg

Thr

gctcegteat
aagactccct
atggctecta
cctgccaaaa
tcttgtectc
atgaccccac
tgatgaatta
gcagcttgtc
tgccctatgt
cttgaagagce
tatctacagt

ggtataagtt

Leu Ser

15

Lys AsSn

Tyr Gly

Asp Ala

val Leu

80

Thr
95

Gly

Leu Gly

110

Asn Asnh

ASp

val Met

60
120
180
240
300
360
420
480
540
600
660
720
759



115

120

GNE~0303US

Asnh Tyr Phe Asn Trp Glu Arg Asn Pro ser Thr
130 135 .

phe Cys Gly Ser Leu Ser Arg Ala ser Gly P

145

150

he
155

Met Thr Cys Glu val Lys Leu Pro Tyr val Cys
165 170

125

Ala teu Asp Arg Ala

140

Leu Lys Trp Arg Asp
160

Lys Phe Thr Gly
175

<210> 39
<211> 769
<212> DNA
<213> Mus mousculus
<400> 39
aagacacctt ggtctcagcc tgcagagatc gttgagttgc atcctaagca aaagactgtc 60
tgctgctcag catggctagg aacgcctact tcatcctget ctcatgecty atcgtecctgt 120
ctccaagcca aggccaggaa gctgaagaag acctgccatc tgccaggatc agttgcccag 180
aaggttccaa tgcctacagce tcctattgtt actacttcac tgaagacégt ttaacttgdd 240
ctgatgcaga tctttitigc cagaacatga attcaggcta cctggtgtca gttctcagtc 300
aggctgaggg caactitgtg gcctctctga ttaaggagag tggcactaca gacgccaatg 360
tctggactgg actccatgat cccaaaagga atcgtegctg gcactggage agtgggictc 420
tgtttctcta caaatcctgg gcaactgggt ctcctaacay ttccaatcgt ggctactgtg 480
tatctctgac ttcaaacaca ggatacaaga aatggaagga‘tgacaactgt gatgcccaat 540
actcatttgt ctgcaagttc aaaggctgaa gtcacctgaa aaaaaatagt catataaagc 600
aaaattgaaa ttactatagt gtcagaaatt aaattggacc atctatcaaa agcaaattag 660
atcctgtett cctggagaga cattcttget tcactgtcct atggtacctg tatctccatt 720
attttctgga aatttgcaca actgaaataa aaacaccttt acaatgttg 769
<210> 40
<211> 165
<212> PRT
<213> Mus musculus
<400> 40
Met Ala Arg Asn Ala Tyr Phe Ile Leu Leu Ser cys Leu ITe val Leu
1 5 10 15
ser Pro Ser Gln Gly GIn Glu Ala Glu Glu Asp Leu Pro Ser Ala Arg
20 25 30
Ile Ser Cys Pro Glu Gly Ser Asnh aAla Tyr ser Ser Tyr Cys Tyr Tyr
35 40 45
Trp Ala Asp Ala Asp Leu Phe Cys GIn

phe Thr Glu Asp Arg Leu Thr
50 55 60

29/52



GNE-0303us

Ser

Thr

Arg

Ala

Thr

140

Glih

Glin

Thr

Arg

Thr

125

ser

Tyr

Ala

Asp

Trp

110

Gly

Asn

ser

Asn Met Asn Ser Gly Tyr Leu val ser val Leu
65 70 75
Asn Phe val Ala Ser Leu Ile Lys Glu ser Gly
85 90
val Trp Thr Gly Leu His Asp Pro Lys Arg Asn
100 105
ser Ser Gly Ser Leu Phe Leu Tyr Lys ser Trp
115 120
Asn Ser Ser Asn Arg Gly Tyr Cys val ser Leu
130 135
Tyr Lys Lys Trp Lys ASp Asp Asn cys Asp Ala
145 150 155
cys Lys Phe Lys Gly
165
<210> 41
<211> 692
<212> DNA
<213> Mus musculus
<400> 41
agtattcatt attcctagct gacagaaatt attgatttag
tgctgatcag catggctcag aacaatgtat accttatcct
tgtcatacag ccaaggccag gtagetgaag aagacttccc
cttctgccaa aatcaactgc ccagagggtg ccaacgccta
taattgaaga ccgtttgacc tgg9gggagg ctgatctctt
gtcacctggt gtcaatactc agccaggetg agagcaactt
agagtggtac tacagcttcc aatgtctgga ctggacttca
gttggcactg gagcagtggce tccctatttc tcttcaagtc
gcactgccaa ccgtggttat tgtgtatcgce tgacttcaaa
aggacgaaaa ctgtgaggca cagtactcct ttgtctgcaa
tgaagaacag atgtgcagaa ctctgttact atatattata
ctgcaaaata aatactcttt cctgtaataa ct
<210> 42
<211> 173
<212> PRT
<213> Mus musculus
<400> 42

1

Met Ala GIn Asn Asn Va
5

1 Tyr Leu Ile Leu Phe
10

Leu Ser Tyr ser Gin Gly GIn val Ala Glu Glu

30/52

aatttaaatc
gttcttatgc
cttggctgaa
tggttcctac
ttgccagaac
tgtggecteg
tgaccctaaa
atgggccact
cacagcatac
gttcagagcc

aatgaaagaa

Glu Gly

80

Ala
95

Asn
His Trp
ser Pro
Thr Gly

val
160

Phe

gaagactgtc
ctgatgttcc
aaagaccttc
tgttattate
atgaatgcag
ctggttaagg
agtaaccgtc
ggagctccaa
aaaaaatgga
taaagtcacc

gaccatctat

Leu Cys Leu Met Phe
15

Asp Phe Pro Leu Ala

60
120
180
240
300
360
420
480
540
600
660
692
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20 25
Glu Lys Asp Leu Pro Ser Ala Lys Ile Asn cys
35 40
Ala Tyr Gly Ser Tyr Cys Tyr Tyr Leu 1le Glu
50 55
Gly Glu Ala Asp Leu phe Cys Gln Asn Met Asn
65 70 75
ser Tle Leu Ser Gin Ala Glu Ser Asn rhe val
85 90
Glu ser Gly Thr Thr Ala ser Asn val Trp Thr
100 ' 105
Lys Ser Asn Arg Arg Trp His Trp Ser Ser Gly
115 120
Lys ser Trp Ala Thr Gly Ala Pro Ser Thr Ala
130 : 1
val ser Leu Thr Ser Asn Thr Ala Tyr Lys LYyS
145 150 . 155
-Cys Glu Ala GIn Tyr Ser Phe val Cys Lys Phe
165 170
<210> 43
<211> 837
<212> DNA
<213> Mus musculus
<400> 43
gcccttcctt caaatcctat cataaagceag tcacctttgt
ctctacaaga gagacaagat gctgcctcac ctggtcctca
ctctectgee tgttgtttgt atttcaggta caaggtgaag
tctccacgta ccagctgecc catgggttac aaggcttatc
gttatgacac ctaaatcctg gtttcaagea gatctggtct
catctcgtgt ctattcttag tggaggtgag gcttecttty
agagtggaca actaccaaga catctggatt gggctccatg
cccaatggag gtggatggga gtggagtaac tcegatgtge
ggggatcctt cctctactgt caaccgtagt caétgtggga
tttctgaagt ggggagacta ttactgcgat gggacattac
cagtagacaa gcagcatcca geatttatca tgaagctecc
aagaattcac ccggcaagyc tgtacttgct ttacagttgt
rtctgtccte tttcatccat ctectteece ttacttcagy

31/52

30

Glu
45

Pro Gly

Asp Leu

60

Arg

Ala Gly His

Ala Ser Leu

His
110

Gly Leu

ser Leu pPhe

125

ASn Gly

140

Arg

Trp Lys Asp

Arg Ala

cctgacaaac
acagtatttc
acttccagaa
gctecccactg
gccagaagag
tgtcctectt
atccaacaat
tgaattatct
gtctgacage
catttgtcty
catgacaagg
gcatcagact

cttttcaata

Ala Asn

Thr Trp

val
80

Leu

val
95

Lys

Asp Pro

Leu phe

Tyr Cys

Glu Asn

160

catctcagat
ctggatgctyg
ggaagtrgccc
ctatgcctta
accctcagga
ggtgaacggc
gggtcaacaa
taactgggat
aagttcaggg
caagttcaag
gatgaaatac
rattctgglt

tagttcctge

60
120
180
240
300
360
420
480
540
600
660
720
780
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tttgcaatct tgcagataaa taataaatac aacattttgg trrtactttt gtgtttt

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

<400> .
Met Leu Pro His Leu
5

1
Cys
val
Ser
Asp
65

ser
Asp
GIn
Asn
His
145

Tyr

Leu

Pro

His

50

Leu

Gly

Asn

Gin

Tyr

130

cys

Tyr

<210> 45
<211> 788
<212> DN

<213>

<400> 45
cccggggega aatcacctct gagetgtcaa

44
175
PRT
Mus musculus

44

Leu
ser
35

Cys
val
Gly
Tyr
Pro
115
Leu

Gly

Cys

A

pPhe

20

Pro
Tyr
Cys
Gl
GIn
100
Asn
Asn

Ser

ASp

val
Arg
Ala
Glin
Ala
85

ASp
Gly

Trp

Leu

Mus musculus

val Leu Asn Ser Ile ser

10

Phe Gin val g;n Gly Glu

Thr ser Cys Pro Met Gly

Leu val Met Thr Pro Lys

55

Lys Arg Pro Ser Gly His

75

ser pPhe val Ser Ser Leu

90

Tle Trp Ile Gly Leu His

Gly Gly Trp Glu Trp Ser

Asp Gly Asp

Pro Ser Sser

Thr Ala Ser Ser Gly Phe

150

Thr Leu Pro

accatggtgt ctcacaagac ccttcatagce

tecctttett gggtacaagg ggaacaatcc

tgtccccaag aagcccaage ttatggetec

acctgggcta atgcagagat ccactgecag

155

phe val Cys
170

agcattgcag
atgtcctgga
cagaaaaaac
tattgctatt

aagcatttct

32/52

Trp Met Leu Leu Ser
15

Asp phe Gln Lys Glu
30

Tyr Lys Ala Tyr Arg

ser Trp Phe GlIn Ala
60

Leu val Ser Ile Leu
80

val Asn Gly Arg val
: 95

Asp Pro Thr Met Gly
110

Asn Ser Asp val Leu
125 ‘

Thr val Asn Arg Gly
140

Leu Lys Trp Gly Asp
160

Lys Phe Lys Gln
175

acctctgtat agacagatat
tgctactgtg ttgcctgatg
tgtcttctec acgcatcage
tactgattct ggaaccacag

caggacacct ggcatttctg

837

60
120
180
240
300



ctcacttatg gggaaattat
ccatacatct ggattggact
tggaagtgga gcagctctga
tctgeacacc acggttactg
gattattatt gtgacccaac
gatttcaact gcctgaaagt
tcaccaagaa agtcctictc
ttccataagt gtattctctg
tagtcaat
<210> 46
<211> 175
<212> PRT
<213> Mus musculus
<400> 46 .
_Met val Ser His Lys Th
1 5
Cys Leu Met Ser Leu Se
20
teu Ser Ser Pro Arg Il
35
Sser Tyr Cys Tyr Leu Le
50
Glu Ile His Cys GIn Ly
65 70
Thr Tyr Gly Glu Ile Il
- 85
Thr Thr phe Pro Tyr Il
100
ser Leu Pro Asn Glu As
115
Thr Phe Tyr Asn Trp Gl
130
Tyr Cys Ala Ala Leu Se
145 15
Tyr Tyr Cys Asp Pro Th
165
<210> 47

cttlgtgtcc
ccatgatctg
ccctctgacé
cgcagctttg
atltccctat
atcctgaaga
acaccccgac

gggactctyg

r Leu His

r Trp val

ser

Gin

GNE-0303us
tctotggtga

tcacttggoga
ttctataact
tctcaggect
gtctgcaaat
tcacatagac
accgaattcc

cctaaggatt

Met
10

ser

Gly Glu

25

e ser Cys

40

u Ile
55

Leu

s His Phe

e Phe val

e Trp Ile

n Gly
120

u I'le Pro

r Gln Ala

0

r Phe Pro

Pro

Glu

ser

ser

LysS

Pro

ser

Tyr

GIn Glu

Glin

Pro

His
75

Gly

Ser lLeu

90

Leu His

Trp Ser

Ser Met

Gly Tyr

155

val
170

Cys

33/52

aaaacagttt
gtttgcccaa
gggagatccc
caggttatca
tcaagggtta
aaaggagcga
tcatctcatc

cggagaacta

Trp Met Leu

Gln
30

Gin ser

Gln Ala

45

Ala

Thr Ala

60

Trp

Leu Ala Phe

val Lys Asn

ser
110

Asp Leu

Ser Sser

125

Asp

ser Ala His

140

GIn Lys

Lys Phe Lys

Trp

gaccacattc
tgaaaatgga
accctccatg
gaagtggaga
ggccagttct
gcatgatggc
tctgetgtte

taataaaatt

Leu Cys -
15

Lys Lys

Tyr Gly

Asn Ala

Leu Leu

80

Ser Leu

95

Leu Gly

Pro Leu
His Gly

Arg

Gly

360
420
480
540
600
660
720
780
788



<211> 1024
<212> DNA

<213> Mus musculus

<400> 47
ccgactcaag

taggagaatc
gccttgaaat
gcgtgcggct
tgagacccag
ggaagctaag
atctggecatc
atcagagaaa
agtggactga
ccaggcattg
gtgccaaccg
ccagceettgce
ccagagtaaa
gcttagceatg
tcecggtetea
atcctttcty
aaatgtgctt
cagc
<210>
<211>
<212>
<213>
<400> 48

48
157
PRT

Met Ala Tyr Lys

1

Gly

Trp

AsSn
50

His
65

TYyr

pro Glu val

20

Phe Tyr Tyr
35

Trp Ser His Ala

Leu Ala ser

1le Thr Gly

ctgaaaaagg
cacaaaaaag
caaagcattg
actcttactg
ctgtgceccca
aaactggtct
tgtcttgaat
cctgectgty
tgggtctaca
cgctgagatg
ccaacactrc
acaaactctt
cactgtagca
gtgggacagt
gagattagca
gtactceccct

tcttgactac

Mus musculus

Gly
5
Leu

Arg

val

val

ser

ser

Gglu

Leu

cagggttctc
agaagaaaag
aagtatcatc
ctgagctygy
ggatggtttt
catgctgagce
caaaaggaag
tggattggcc
aacctgtaca
aaccccaagyg
étgtgcaagt
cccacttecc
aacattgagg
ggcttccggt
tygtgggaca
tcecteteat

tgcgtetety

Arg Leu

Asp Ile

His Cys

40

Leu Glu

55

Asn Gin

70

TYr
85

GlIn

Arg Asn

GNE-0303us

ggagtgttgc
aaaagaaaaa
tccatcgaaa
tagctggecc
actataggtc
tggagtgtca
ccagtgtcat
tgcatgaccc
gacgctggaa
ataaattctt
ataagacata
tctcacctgg
aggcctceeag
ctcagagtrt
agggcttctg
tgtcttaaac

tcaaaccagt

Leu Leu

10

Leu

Leu Pro

25

Arg

Tyr Gly Tyr

Cys GlIn ser

Ala
75

Lys Glu

Pro val

90

Leu

34/52

ttccaatcag
aactggaacg
gaggaagatg
cgaagtcctg
ccactgctat
gtcatatgga
atcaaagtac
acaaaagaag
tcccaggaca
aacttggaac
gagcaaaaat
tggctgatct
ggcactggct
agcatggtgg
gtctcegtgt
agcaatgctt

aaagttttgy

Leu Ser

Ser Cys

30

Phe Arg

45

Tyr Gly

60

Ser val

Trp Ile

Trp

Ala

Lys

AsSn

Ile

Gly

attgcaggtc
ggctctgagy
gcttacaaag
agcgatatct
ggatacttcc
aatggatccc
ataactggct
caattatggc
aagagtgaag
aaaaatggat
caagcgtcta
aatcattatc
atcaagcect
gacggtgact
tcactctaca
aacaagctag

agccaagaaa

val Ala

15

Pro Gly

Leu Arg

Gly ser

ser Lys

Leu His

95

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1024



Asp Pro Gln Lys Lys Gln Leu Trp Gln Trp Thr Asp Gly Ser Thr
100 : 105 110

GNE-0303Us

Leu Tyr Arg Arg Trp Asn Pro Arg Thr Lys Ser
115 . 120

Ala Glu Met Asn Pro Lys Asp Lys phe teu Thr
130 135

cys Ala Asn Arg GIn His Phe Leu Cys Lys Tyr
145 150 155
<210> 49
<211> 618
<212> DNA .
<213> Homo sapiens
<400> 49
atgacaccac ctgaacgtct cttcctecca agggtgtatg
cttctggggc tgctgctggt tctgctgect ggggeecagy
acaccttcag ctgcctagac tgcecgtcag caccccaaga
ctcaaacctg ctgctcacct cattggagac cccagcaage
gcaaacacgg accgtgcctt cctccaggat ggtttctect
gtccccacca gtggeatcta ctregtctac tcccagytgy
tcteccaagg ccacctectc cccactetac ctggececaty
cagtacccct tccatgtgec tctcctcage tcccagaaga
gaaccctgge tgcactcgat gtaccacggg gctgegtrec
ctatccacce acacagatgg catcccccac ctagtectea
ggagccttcg ctctgtag
<210> 50
<211> 205
<212> PRT
<213> Homo sapiens
<400> 50
Met Thr Pro Pro Glu Arg Leu Phe Leu Pro Arg
1 5 10
Leu His Leu Leu Leu Leu Gly Leu Leu Leu val
20 25
GIn Gly Leu Pro Gly val Gly Leu Thr Pro Ser
35 40
Arg Gln His Pro Lys Met His teu Ala His Ser
50 55
Ala His Leu Ile Gly Asp Pro ser Lys GIn Asn

35/52

Asn

Glu Ala Arg His Cys

125

Trp Asn Lys Asn Gly

140

Lys Thr

gcaccaccct
ggctcoctyg
tgcatcttge
agaactcact
tgagcaacaa
tettctetyg
aggtccaget
tggtgtatcc
agctcaccca

gcectagtac

val Cys

lL.eu Leu

30

Ala
45

Ala

Thr
60

Leu

Ser Leu

Gly

Pro

GIn

Lys

Leu

acacctectce

tgttggectc
ccacagcacce
gctctggaga
ttctetectg
gaaagcctac
cttectectec
agggctgcag
gggagaccag
tgtcttettt

Thr Thr
15

Gly Ala
Thr Ala

Pro Ala

Trp Arg

60
120
180
240
300
360
420

480

540
600
618




65

70

Ala Asn Thr Asp Arg Ala phe

Asn Ser Leu

85

Leu val Pro Thr

100

val val phe ser Gly Lys Ala

115

Leu Tyr Leu

130

Ala His Glu val

135

His val Pro Leu Leu Ser Ser
150

145

Glu Pro Trp

GIn Gly Asp

Leu Ser Pro
195

<210> 51
<211> 735
<212> DNA
<21.3> Homo

<400> 51
atggggycac

ctagctgtygg
ctggctgtge
cceggggeac
acagatctca
gggctagget
gacgccgagy

taccggggec

agctctctgt
ggcgeegaga
tggtacacga

gtcaacatca

gtgatggtgg

<210> 52
<211> 240

Leu His Ser Met

165

GIn Leu Ser Thr

Leu

ser

Tyr

120

GIn

Gln

TYyr

GNE~-0303US
75

GIn Asp Gly
90

Gly 1le Tyr

105

Ser Pro Lys

Leu Phe ser

Lys Met val
155

His Gly Ala

Thr Asp Gly

180

ser

Thr

sapiens

tggggctgga

caggagccac
tggccttagt
aggcccagea
gceeeggget
gggagacgac
ggctggeget
gggegeecce
accgggcggy
cggtgactcc
gcgtggggtt

gtraccccga

ggtga

His

200

gggcaggggt

ttcrctggtyg-

gccccaggat
aggactggyy
cccagctygee
gaaggaacag
ccegeaggac
tggcggcggy
gggcgectac
agtgctggac
cggeggectg
tatggtggac

185

val Phe phe Gly Ala Phe

gggaggctcc
accttgttyc
cagggaggac
tttcagaagc
cacctcatag
gcgtttctga
ggcctctatt
gacccccagyg
gggccgggea
ccggccagga
gtgcagctcc

ttcgegagag

36/52

phe Ser Leu

Phé val Tyr
110

Ala Thr Ser

125

Ser Gin Tyr
140

Tyr Pro Gly

Ala pPhe GIn

Iie Pro His
190

Ala Leu ’
205

aggggagggy
tggcggtgcc
tggtaacgga
tgccagagga
gcgeteeget
cgagcgggac
acctctactg
gcecgeteggt
ctecccgaget
gacaagggta
ggaggggcga
ggaagacctt

80

Ser Asn
95

Ser GlIn
Ser Pro
Pro Phe

Leu Gin
160

Leu Thr
175

Leu val

trecctecty
tatcactgtc
gacggccgac
ggagccagaa
gaaggggcag
gcagttctcg
tctegtegyc
cacgctgege
gctgetcgag
cgggcctcte
gagggtgtac
ctttggggec

60
120
180
240
300
360
420
480
540
600
660
720

- 735



<212> PRT .
<213> Homo sapiens

<400> 52
Met Gly Ala Leu

1

Gly Ser

Leu

GIn

Ala

65

Thr

Leu

Leu

Glin

Pro

145

Leu

Leu

GlIn

val

Asp
225

L.eu

Asp

50

GIn

Asp

Lys

Thr

130

Gly

Tyr

Glu

Gly

GIn

210

Met

<210> 53
<211> 60
<212> DN

<213>

<400> 53

Leu
Ala
35

Gln
GIn
Leu
Giy
ser
115
Gly
Gly
Arg
Gly
Tyr
195

Leu

val

9
A

Leu
20

val
Gly
Gly

ser

Gly
TY"r
Gly
Ala
Ala
180
Gly

Arg

ASp

Gly Leu
3 Y

Leu
Pro
Gly
Leu
Pro
85

G]y
Thr
Leu
Asp
Gly
Glu
Pro

Arg

phe

Mus musculus

Ala
Ile
Leu
Gly
70

Gly
Leu
GIn
TYr
Pro
150
Gly
Thr
Leu

Gly

Arg

Glu
va'l
Thr
val
55

Phe
Leu
Gly
Phe
cys
135
GIn
Ala
val
Trp
Glu

215

Lys

Gly
Ala
val
40

Thr
GlIn
Pro
Trp
ser
120
l.eu
Gly
TYr
Thr
Tyr
200

Arg

Thr

GNE-0303Us

Arg

Gly

25

Leu

Glu

Lys

Ala

Glu

105

ASp

val

Arg

Gly

Pro

185

Thy

val

Phe

Gly Gly
10

Ala fhr
Ala val
Thr Ala
Leu Pro

75

Ala His
90

Thr Thr
Ala Glu
Gly Tyr
ser val

155
Pro Gly
170
val Leu
ser val

Tyr val

Phe Gly

37/52

Arg

Ser

Leu

Asp

60

Glu

Leu

Lys

Gly

Arg

140

Thr

Thr

Asp

Gly

Asn

220

Ala

Leu

Leu

Ala

45

Pro

Glu

Ile

Glu

Leu

125

Gly

Leu

Pro

Pro

Phe

205

Ile

val

GIn

val

30

Leu

Gly

Glu

Gly

GIn

110

Ala

Arg

Arg

Glu

Ala

190

Gly

Ser

Met

Gly

15

Thr

val

Ala

Pro

Ala

95

Ala

Leu

Ala

ser

Leu

175

Arg

Gly

His

val

Arg
Leu
Pro
Gin
Glu
80

Pro
pPhe
Pro
Pro
Ser
160
Leu
Arg
Leu

Pro

Gly



atgacactgc
ctgggyctyc
gctgecagga
gctgetcacc
gatcgtgect
agtggcctct
gccattccca
. ttccatgtgc
gtgcgetcaa
cacaccgacg
gcactgtag

<210> 54

<2131> 200
<212> PRT

tcggeegtct
tgctggecect
cagcccatcc
ttgttgggta
ttctccgaca
actttgtcta
ctcccatcta
ctctectrcag
tgtaccaggd

gcatctceca

<213> Mus musculus

<400> 54
?et Thr Leu

pro val Phe

ser
35

Gly Leu

GlIn
50

Pro Lys

val
65

Gly Tyr

Asp Arg Ala

Leu Ile Pro

Glu ser Cys

115

val GlIn

130

Glu

ser Ala Gln

145

Ser Met Tyr

Leu Gly
5

Leu Leu

20

Gly val

His Leu

Pro ser

rhe Leu

85

Thr
100

ser
ser Pro
phe

Leu

Lys Ser

Arg

Gly

Arg

Thr

Arg

Gly

Arg

ser

val

ccacctctty
gcctctaggg
actccctcag
ccccageaag
tggcttctct
ctcceaggtg
cctggcacac
tgcgcagaag
ggctgtgttc

tctacacttc

Leu His

Leu Leu

phe ser

40

His
55

Gly
Gln Asn
His Gly
val

Phe

Ile
120

Ala

ser Gln

135

Tyr Pro

150

Gln Gly

Ala

val Phe

GNE-0303US

agggtgctty
gceccagggac
aagcacttga
cagaactcac
ttgagcaaca
gttitctcty
gaggtccage
tctgtgtatc
ctgctcagta

agccccagea

Leu
10

Leu Arg

Leu Ala

25

Leu

Ala Ala Arg

Ile Leu LysS

Leu Leu

75

Ser

ser
90

Phe Leu

Tyr Ser Gln

105

Pro Thr Pro

Tyr Pro pPhe

GIn
155

Gly Leu

Leu Leu ser

38/52

gcaccecctec
tctetggtgt
cccatggeat
tgctctggag
actcecctect
gagaaagcty
retrLttectc
cgggacttca
agggagacca

gtgtattctt

val Leu

Pro Leu

30

Ala
45

Thr

Pro Ala

60

Trp Arg

Ser

ASn

val val

Gly

Gly

His

Ala

Ala

Asn

rhe

tgtcttectce
ccgettetec
cctgaaacct
agcaagcacg
gatccccacc
ctececcagd
ccaatacccc
aggaccgtgg
gctgtccacc

tggagecttt

Thr
15

Pro

Ala Gin

Pro Leu

His Leu

Ser Thr
80

Ser Leu

95

ser Gly

110

Ile Tyr

125

His val

140

Gly Pro

Lys Gly Asp

Leu

Pro

T™p

Ala His

Leu Leu

val Arg

160

Gln Leu

60
120
180
240
300
360
420
480
540
600
609



ser Thr His Thr Asp Gly Ile Ser Hi
180

165

GNE-0303us

170

185
val Phe phe Gly Ala Phe Ala Leu
195 200
<210> 55
<211> 609
<212> DNA
<213> Mus musculus
<400> 55
atgacactgc tcggecgtct ccacctettg agggtgctty
ctggggctge tgctggecct gectctaggg gceccagggac
gctgccagga cagcccatcc actccctcag aageacttga
gctgctcacce ttgttgggta ccccagcaag cagaactcac
gatcgtgect ttctccgéca tggctfctct ttgagcaaca
agtggcctct actttgtcta cteccaggty gttttctctg
gccattccca ctcccatcta cctggcacac gaggtcecage
ttccatgtge ctctcecctcag tgegcagaagy tctgtgtatc
gtgcgctcaa tgtaccaggg ggctgtgtte ctgctcagta
cacaccgacg gcatctccca tctacacttc agccccagea
gcactgtag
<210> 56
<211> 306
<212> PRT
<213> Mus musculus
<400> 56
Met Gly Thr Arg Gly Leu GIn Gly Leu Gly Gly
1 5 10
Gly Cys Leu Leu Leu Ala val Ala Gly Ala Thr
20 25
Leu Leu Ala val pro Ile Thr val Leu Ala Vval
35 40 '
Gln Asp GIn Gly Arg Arg val Glu Lys Ile Ile
50 55
Ala GIn Lys Arg Leu Asp Asp Ser Lys Pro ser
65 70 75
Pro Ser Ser Leu Ser Glu Thr Pro Asp Pro Arg
85 90

39/52

190

gcaccectec
tetctggtyt
cccatggcat
tgctctggag
actccctect
gagaaagcty
tecttttecte
cgggacttca
agggagacca

gtgtattctt

Arg Pro Gin

val
30

Ser Leu

Ala
45

Leu Leu

Gly
60

Ser Gly

Cys Ile Leu

Leu His

Pro

175

s Leu His Phe Ser Pro Ser Ser

tgtcttecte
ccgettetee
cctgaaacct
agcaagcacy
gatccccace
ctcécccagg
ccaatacccc
aggaccgrgy
gctgtccace

tggagecttt

Gly
15

Arg
Thr Leu
val Pro
Gln

Ala

ser
80

Pro

Gin

Arg
95

60
120
180

1240

300
360
420
480
540
600
609



Ser

Gln

Ala

Pro

145

Ala

Ala

Leu

Gly

Ile

Ala

Asp

val
305

Asn

ser

Trp
Phe
Pro
Arg
210
ser
Leu
Gly
Gln
Met

290

Gly

<210> 57
<211> 672
<212> DNA

<213>

<400> 57
atgctcctgc

Ala

ser

115

ser

Thr

Met

Leu

Gin

195

Thr

Ala

Leu

Tyr

Leu

275

val

HOmMO

ctecttcgggc

cagacctgca

cgctgeccge

Ser
100
Arg
Thy
Asp
ser
180
ASp
Pro
Leu
Leu
Gly
260

Arg

Asp

Arg

Glu

Pro

Leu

ser

Gly

Pro

TYr

Glu

245

Ser

ser

Tyr

sapiens

cttgggccac ctctgeeeee ggectggect

gggaccagga aaaggaatac tatgagcccc

caggcaccta tgtctcagct aaatgtagec

Asn
Ala
Asp
AsSh
150
Gln

Gly

val

Ala

230

Gly

Leu

Gly

Arg

Leu

ser

Pro

Ala

Ala
120

Gly

135

Pro
Gly
Ala

TYr

Ala
Trp
Glu

Arg
295

Glu

Leu

GlIn

Tyr

Arg

Gly
Glu
Tyr
Arg

280

C1y

GNE-0303us

ser Thr Ser GIn Gly Pro val Ala

105

Trp
val
Leu
ser
Phe
185
Leu
ser
Gly
Thr
Thr
265
val

Lys

Met Thr
GIn G1n

Pro Ala
155

Trp Glu
170

ser Pro
Tyr Cys
Arg Ala
Ala Tyr

235

val Thr
250
ser val

Tyr val

Thr phe

tcotggcage atcgcagecc caggeggtge

40/52

110

1le Leu Ser Pro Ala
125

Leu Pro Lys Gly Glu
140

ala His Leu Ile Gly

ala ser Glin Glu Glu
175

Thr His Gly Leu Ala

His val Gly Tyr Arg
205

Arg Ser Leu Thr Leu
220

Gly Arg Gly Ser Pro
240

pro val val Asp Pro
255

Gly Phe Gly Gly Leu

Asn Ile Ser His Pro
285

phe Gly Ala val Met
300

gggggectct ggtgetggge
ctccatatge gtcggagaac
agcaccgcat ctgctgcetcc

gcatccggga cacagtttgt

60
120
180
240



gccacatgtg
tgccgeecct
aagacccagt
cactgcgagce
gggaagggta
ccecagegecc
ccaggcactg
atgtcaggag
<210>
<211>
<212>
<213> Homo

<400> 58
cgcgeccagg

58
706
DNA

gaactcctgg
atctcccgga
gtcaagtrtca
gaggagcagt
tggcfgaatg
gagaaaacca
ccatcccggg
tatcccageg
accacgcectc
gacaagagca
cacaaccact
<210>
<211>
<212>
<213>

<400> 59
atgcgectge

59
640
DNA

ctcagcgggce
cagacttgct
cgctgtecccc
aagacttgcc
tgcegeeect
aaagccgagrt

cactgtgagg

cégagaattc
gtgacccagt
gccgetgeca
tactttctga
acaaccactg
gctgecagec
cccagtccga

99

sapiens

tcaccgacaa
ggggaccgtc
cccctgaggt
actggtacgt
acaacagcac
gcaaggagta
tctecaaage
aagagatgac
acatcgeegt
ccgtgctgga
ggtggcagca

acacgcagaa

Mus musculus

ccegggectce
ttctggtogc
gggaccagga
caggcgagtt
cccataattc
gtgacattgt
gcecgetgtea

aggagcggcet

ctacaacgag
gatgggectc
gcegggaatg
ctgccegect
cgtcecctgce
ccacaccagyg

cacaacctgc

agetgegceac
agtcttecctc
cacatgcgtg
ggacggcgty
gtaccgtgtg
caagtgcaag
caaagggcag
caagaaccag
ggagtgggad
ctccgacggce

ggggaacgtc

gagcctctce

ctcteecetyc
ctcteagecec
caaggaatac
tgtctttgcg
ctataatgaa
gctgggettt
gccgyggatg
tgtactctgc

GNE-0303US
cactggaact

gaggagattg
trctgtgetg
ggcactgaag
aaggcagggc
tgtgagaacc

aaaaatccat

tatactctgt
ttccceccaa
gtggtggacg
gaggtgcata
gtcagcgtcc
gtctccaaca
ccccgagéac
gtcagcctga
agcaatgggc
tccttcttcé
ttctcatgct

ctgtctcegg

ggcctggect
cagctggtgc
tacgagccca
gtatgcagcce
cactggaacc
gaggaggttg
toctgtgtgt

cagcctggea

41/52

acctgaccat
ccccctgeac
cctgagecect
ccgagctcaa
acttccagaa
aaggtctggt

tagagccact

gcccaccgtyg
aacccaagga
tgagccacga
atgccaagac
tcaccgtect
aagccctcce
cacaggtgta
cctgectggt
agccggagaa
tctacagcaa
ccgtgatgcea

gtaaat

gggggceeact

cccettatcg
tgcacgacgt
gcagccaaga
atctcteccac
cceettgeac
atctggacaa

cagaagccga

ctgceagety

aagcaaacgg

cgagtgtaca

agatgaagtt
tacctectee
ggaggcagct
gecececcagag

cccagecacct
caccctcatg
agaccctygag
aaagcegegy
gcaccaggac
agcccecatce
caccetgece
caaaggcttc
caactacaag
gctcaccytyg

tgaggctetg

cctgetggga
catagaaaac
ctgctgetec
cacggtttge
ctgccagetg
cagcgategg
tgagtgtgty

ggtcacagat

300
360
420
480
540
600

- 660

672

60
120
180
240
300
360
420
480
540
600
660
706

60
120
180
240
300
360
420
480



gaaattatgg
tecteecctce
gcagctccag
<210>
<211>
<212>
<213>

<400> 60
ctcgaggacc

60
718
DNA

gtggaccatc
gccccatagt
gctggtttgt
acgacagtac
gcaaggagtt
tctcaaaacc
aagagatgac
acatttacgt
cagtcctgga
actgggtgga

acacgactaa

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

<400> 61
Met Lys His
1

61
178
PRT
Homo

GIn Ala GIn

Thr Leu LyS

Leu
50

Ser Leu

Phe
65

Ser Leu

phe val Tyr

Ala Thr Ser

atactgacgt
gagceegetg

gtacctccta

Mus musculus

cacaatcaag
cgtctteate
cacatgtgtg
gaacaacgtg
tctacgegig
caaatgcaag
caaagggtca
taagaaacag
ggagtggacc
ctctgatggt
aagaaatagc

gagcttctece

sapiens

GIn His
5

Thr Ala

20

pro Ala

Trp

Arg

Ser Asn

Glin

Arg

Ala

Ala

Asn

caactgtgtc
tcaaccccat

ctcggatacc

ccctgtectc
ttecctecaa
gtggtggatg
gaagtacaca
gtcagtgece
gtcaacaaca
gtaagagctc
gtcactctga
aacaacggga
tcttaﬁttca
tactcctgtt

cggactccgy

His GIn

Gln His

His Leu

40

Asn Thr

55

Ser Leu

70

Gin
85

Ser

Ser Pro

100

val

Leu

val phe

Tyr Leu

GNE-0303us
ccctgtaage

accagatgty

atctgtaaaa

catgcaaatg
agatcaagga
tgagcgagga
cagctcagac
tceccateca
aagacctccc
cacaggtata
cctgcatggt
aaacagagct
tgtacagcaa
cagtggtcca

gtaaatgaaa

GlIn His
10

His

Pro
25

Lys Met

Ile Gly Asp

Asp Arg Ala

val Pro

75

Leu

ser Gly

90

Lys

Ala His Glu

105
42/52

cgggacactt

agatccaggy

¢ccageacct
tgtactcatg
tgacccagat
acaaacccat
gcaccaggac
agcgcecatce
tgtcttgect
cacagacttc
aaactacaag
gctgagagtg
cgagggtctg
gcrtggecge

Gln His

Leu

His

ser
45

Pro

phe
60

Leu
Thr Ser
Ala Tyr

val Gln

GIn

Ala

30

Lys

GlIn

Gly

ser

Leu

ccagaacact

cctggtggag

aacctcrtgg
atctccctga
gtccagatca
agagaggatt
tggatgagtyg
gagagaacca
ccaccagaag
atgcctgaag
aacactgaac

gaaaagaaga

-cacaatcacc

catggccc

Met His

15

His ser

Gln Asn

Asp Gly

Ile Tyr

80

Pro
95

Lys

Phe Ser

110

540
600
640

60
120
180
240
300
360
420
480
540
600
660
718



GNE-0303us

ser GIn Tyr Pro Phe His val Pro Leu Leu Ser Ser G1n 1ys Met val
115 120 125

Tyr Pro Gly Leu GIn Glu Pro Trp Leu His Ser Met Tyr His Gly Ala
130 135 140

Ala phe GIn Leu Thr GIn Gly Asp Gln Leu Ser Thr His Thr Asp Gly
145 150 - 155 160

ile Pro His Leu Val Leu Ser Pro Sser Thr val phe phe Gly Ala Phe
165. 170 175

Ala Leu

<210> 62

<211> 24

<212> DNA

<213> Artificial Sequence

<220> .

<221> source L. . : .

<223> /note—”DesCr1pt1on of Artificial Sequence: Synthetic
primer’

<400> 62
gtggaagcta cttgatgagt aggg 24

<210> 63

<211> 24

<212> DNA

<213> artificial sequence

<220>
<221> source
<223> /note—“Descr1pt1on of artificial Sequence: Synthetic

primer’

<400> 63 .
agatgcgaaa atggagatta aaag 24

<210> 64

<211> 23

<212> DNA

<213> Artificial Sequence

<220>
<221> source
<223> /note~"Descr1pt1on of Artificial Sequence: Synthetic

primer'

<400> 64
ctacccgtga tattgctgaa gag 23

<210> 65

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
43/52



<221>
<223>

<400>

GNE-0303US
source

/nqte="Description of Artificial Sequence: synthetic

primer"

65

gagcctgaag aagctggaaa v

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

<220>

<221>
<223>

<400>

66

20

DNA

artificial Sequence

source

/note="Description of Artificial Sequence:

primer”

66

caagtgttgg cagagatgga -~

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

<220>

<221>
<223>

<400>

67
20
DNA
Artificial Sequence

source

/note="Description of Artificial Sequence:

primer"

67

tcgecttett gacgagttct v

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

<220>

<221>
<223>

<400>

68

20

DNA

Artificial Sequence

source

/note="Description of Artificial Sequence:

primer"

68

tccgaggagt cagtgctaaa ,

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

<220>

<221>
<223>

<400>

69
20
DNA
Artificial Sequence

source

/note="Description of artificial Sequence:

primer”

69

agaacgtctt ccagggtgaa

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

<220>

70

25

DNA

Artificial Sequence

44/52

20

synthetic
20

synthetic
20

synthetic
20

synthetic
20



<221>
<223>

<400>

GNE-0303Us
source

/note="pescription of Artificial Sequence:

probe"

70

tgagcacctg cttcatcagg tagca

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

<220>
<221>

<223>

<400>

71

19

DNA

Artificial Sequence

source

/note="Description of Artificial Sequence:

primer”

71

gctccagaag gcectcaga

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

<220>

T <221>
<223>

<400>

72

19

DNA

Artificial Sequence

source

/note="Description of Artificial Sequence:

primer”

72

ctttcectec gecattgaca

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

<220>

<221>
<223>

<400>

73

21

DNA

Artificial Sequence

source

/note="Description of artificial sequence:

probe"”
73

acctcaaccy ttccacgtca C

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

<220>

<221>
<223>

<400>

74

19

DNA )

Aartificial Sequence

source

/note="Description of Artificial Sequence:

primer”

74

gcatcctcat ggagcacat

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

<220>

75

18

DNA

Artificial Sequence

45/52

synthetic

synthetic

synthetic

synthetic

synthetic

25

19

19

21

19




GNE-0303uUs
<221> source

<223> /note="pescription of Artificial Sequence:

primer"

<400> 75
ctggtcagcc aggagcett

<210> 76

<211> 21

<212> DNA

<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

probe”

<400> 76
cttgcgggec ttgtctgect t

<210> 77

<211l> 20

<212> DNA

<213> artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

primer"

<400> 77
agcctggatt gacaggaatc

<210> 78

<211> 21

<212> DNA

<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial sequence:

primer"”

<400> 78
gataatcaga cgaggcgttt C

<210> 79

<211> 25

<212> DNA

<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

probe”

<400> 79
tctggaaact cctgcagcect gacac

<210> 80

<211> 22

<212> DNA

<213> Artificial Sequence

<220>
46/52

Synthetic

18
synthetic

21
synthetic

20
synthetic

21
synthetic

25



: GNE-0303us
<221> source

<223> /note="Description of Artificial Sequence:

primer"”

<400> 90
tcaccatcge aaggaactcc

<210> 91
<211> 36
<212> DNA
<213> artificial Sequence

<220>
<221> source

<223> /note="pescription of Artificial Sequence:

probe"

<400> 91
cgaaaacttg ttcagagaat tggacatcaa tagtga

<210> 92

<211> 19

<212> DNA

<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

primer”

<400> 92
ggtggaagca cagttggca

<210> 93

<211> 21

<212> DNA

<213> artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

primer"

<400> 93
gtgtccaggt cctccatgat ¢

<210> 94

<211> 36

<212> DNA

<213> artificial Sequence

<220>
<221> source

<223> /note="Description of artificial Sequence:

probe”

<400> 94
tgaagaaaga gaagagaaat gaagccctca taaatg

<210> 95

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
47/52

synthetic

synthetic

synthetic

synthetic

synthetic

20

36

19

21

36



GNE-0303Us
<221> source

<223> /note="pescription of Artificial Sequence:

primer"

<400> 95
atggctecta ttgetatgee

<210> 96
<211> 19
<212> DNA
<213> Artificial Sequence

<220>

<221> source

<223> /note="Description of Arti
primer"

<400> 96
gatgtcctga gggectcett

<210> 97

<211> 25

<212> DNA

<213> Artificial sequence

<220>
<221> source

<223> /note:"Description of artificial Sequence:

probe”

<400> 97
tggcaggcca tatctgcatc atacc

<210> 98

<211> 20

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<223> /note="Description of Artificial Sequence
primer”

<400> 98
atggctecta ctgctatgec

<210> 99
<211> 19
<212> DNA
<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial sequence:

primer"

<400> 99
gtgtcctcca ggectcttt

<210> 100

<211> 21
" <212> DNA

<213> Artificial Sequence

<220>
48/52

ficial Sequence:

Synthetic

synthetic

synthetic

: Synthetic

synthetic

20

19

25

20

19



<221>
<223>

<400>

GNE-0303US
source

/note="Description of Artificial Sequence:

probe"
100

tgatgcagaa ctggcctgee a

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

<220>

<221>
<223>

<400>

101

22

DNA

Artificial Sequence

source

/note="Description of Artificial sequence:

primer"

101

acatctaccg aagtccaatg ca

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

<220>

<221>
<223>

<400>

102

24

DNA )

Artificial Seguence

source

/note="Description of Artificial Sequence:

primer"

102

ggaattgtaa tagcgatcct gagce

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

"<220>

<221>
<223>

<400>

103
21
DNA
Artificial Sequence

source

/note="Description of Artificial Sequence:

probe™
103

tgcacgcaga cattcccgec t

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

<220>

<221>
<223>

<400>

104
18
DNA
Artificial Sequence

source

/note="Description of Artificial Sequence:

primer"

104

ggtggctcag ggaaatgt

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

<220>

105
20
DNA
Artificial sequence

49/52

synthetic

Synthetic

synthetic

Synthetic

synthetic

21

22

24

21

18



GNE-0303us
<221> source

<223> /note="Description of Artificial Sequence:

“primer”

<400> 105
gacagagcag gcaggtacag

<210> 106

<211> 27

<212> DNA

<213> Artificial Sequence

<220>
<221> source

<223> /note="pescription of Artificial Sequence:

probe”

<400> 106
cagatgcaca gtactccaga cagcadc

<210> 107
<211> 20
<212> DNA
<213> Artificial Sequence

<220>
<221> source

<223> /note="pescription of Artificial Sequence:

primer”

<400> 107
caggtgcttc cagtccgtct

<210> 108

<211> 21

<212> DNA

<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

primer”

<400> 108
ctctcctgga atccccaaag t

<210> 109

<211> 24

<212> DNA

<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

probe"

<400> 109
cagcacagat gccaacggcc tcat

<210> 110

<211> 18

<212> DNA

<213> Artificial Sequence

<220> 50/52

Synthetic

Synthetic

Synthetic

Synthetic

Synthetic

20

27

20

21

24



GNE~0303Us
<221> source

<223> /note="bescription of Artificial Sequence:

primer"

<400> 110 :
ctggcegett cgggacgce

<210> 111

<211> 24

<212> DNA :

<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

primer"”

<400> 111
aaccacagaa gacacaaggda actg

<210> 112

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<221> source .

<223> /note="Description of Artificial Sequence:

probe"

<400> 112
tctgctgetg gecgettegg

<210> 113
<211> 19
<212> DNA
<213> Artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

primer"

<400> 113
gctggactce cttgtgtgt

<210> 114

<211> 19

<212> DNA

<213> artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial Sequence:

primer”

<400> 114
cacatggcct cagtctcaa

<210> 115

<211> 20

<212> DNA

<213> Artificial Segquence

<220>
51/52

Synthetic

Synthetic

synthetic

synthetic

synthetic

18

24

20

19

19



GNE-~-0303us
<221> source

<223> /note="Description of Artificial Sequence:

probe"

<400> 115
cgcegggacce tcatcctttg

<210> 116

<211> 21

<212> DNA

<213> artificial sequence

<220>
<221> source

<223> /note="Description of artificial Sequence:

primer”

<400> 116
tccacagcac ctgaaggagt t

<210> 117
<211> 21
<212> DNA
<213> artificial Sequence

<220>
<221> source

<223> /note="Description of Artificial sequence:

primer"”

<400> 117
ggagggaagg agaacagcag a

<210> 118

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<221> source

<223> /note="pescription of Artificial Sequence:

probe"

- <400> 118

tgggccacce ccatcacagc

52/52

synthetic

synthetic

synthetic

synthetic

20

21

21

20



