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SEQUENCE LISTING
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Larsen, Martha J.

<120> MODULATORS OF G PROTEIN-COUPLED RECEPTORS
«130> 28341/6223

<140>
<141>

<160> 180
«<170> PatentIn Ver. 2.0

<210> 1

<211> 3157

<212> DNA

«213> Homo sapiens

<220>
«221> CDS
<222> (1}..(1155)

<220>
«223> Clone identifier: CEGPCR1la

<400> 1
atg aac ttt teg gec acc gat tcg ata ttg gca tca acg ata aca acg 48
Met Asn Phe Ser Ala Thr Asp Ser Ile Leu Ala Ser Thr Ile Thr Thr

1 5 10 15

gtg att ggt ggd gect gga gtt ttg gca gaa gca ggc gaa gct gaa cta 96
val Tle Gly Gly Ala Gly Val Leu Ala Glu Ala Gly Glu Ala Glu Leu
20 25 30

tct ggt gat gat gat ttt tat gag ctg act cct gta gaa ttg ata ata 144
Ser Gly Asp Asp Asp Phe Tyr Glu Leu Thr Pro Val Glu Leu Ile Ile
3is 40 45

tgg tgc atg ctg tat gca att ata gec ttc atg geca gtt gtt gga aat 192
Trp Cys Met Leu Tyr Ala Ile Ile Ala Phe Met Ala Val Val Gly Asn
50 55 60

ctt ctg gtt cte tac ata aca ctg ttc aga tta aga gtc cgt tcc atc 240
Leu Leu Val Leu Tyr Ile Thr Leu Phe Arg Leu Arg Val Arg Ser Ile
65 70 75 BO

aca acc tac ttec att ctg aac ctc gga ttt gct gac ctc ttc act ggt 2BB
Thr Thr Tyr Phe Ile Leu Asn Leu Gly Phe Ala Asp Leu Phe Thr Gly
85 S0 g5

att ttt geg att ccc tte aag ttt cag gct gct ctt ttt caa gaa tgg 336
Ile Phe Ala Ile Pro Phe Lys Phe Gln Ala Ala Leu Phe Gln Glu Trp
100 108 110

ttc ctg ccg cga tca cte tge cgg ata gtt cca tac gtg gaa aca gtt 3g4
Phe Leu Pro Arg Ser Leu Cys Arg Ile Val Pro Tyr val Glu Thr Val
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gct
Ala

ttc
Phe
145

gca
Ala

cta
Leu

aat
Asn

tag
Trp

atg
Met
225

tca
Ser

cag
Glin

tgt
cys

gaa
Glu

tgg
Trp
305

tac

Tyr

gga
Gly

gag
Glu

ctg
Leu
130

cgt
Arg

aaa
Lys

cca
Pro

act
Thr

aaa
Lys
210

att
Ile

ttg
Leu

aag
Lys

tgg
Trp

att
Ile
250

ctg
Leu

aat
Asn

tgc
Cys

cgkt
Arg

115

aca
Thr

aca
Thr

cga
Arg

cat
His

tca
Ser
1925

aca
Thr

att
Ile

agt
Ser

ctt
Leu

Lttt
Phe
275

aat
Asn

gcg
Ala

aca
Thr

att
Ile

cgt
Arg
3585

gtt
Val

atg
Met

tgt
Cys

gga
Gly
180

att
Ile

tac
Tyr

ctt
Leu

cag
Gln

atg
Met
260

cca
Pro

gga
Gly

atg
Met

aaa
Lys

tgg
Trp
340

tgg
Trp

tca
Ser

ttc
Fhe

gta
Val
165

ttg
Leu

gta
val

aat
Asn

gac
Asp

tca
Ser
245

cgt
Arg

ttg
Leu

tgg
Trp

agc
Ser

tac

Tyr
325

Ccaa
Gln

aat
Asn

gtc
Val

ttc
Phe
150

ctkt
Leu

tte
Fhe

cag
Gln

gte
Val

act
Thr
230

aga
Arg

act
Thr

gag
Glu

aaa
Lys

aat
Asn
310

aac

Asn

cgag
Arg

tct
Ser

tte
Phe
135

tcg
Ser

ttyg
Leu

cat
His

tgt
Cys

tac
Tyr
215

gcyg
Ala

gtt
val

ctc
Leu

acg
Thr

tac

Tyr
295

tct
Ser

gag
Glu

cag
Gln

tca
Ser

120

aca
Thr

aaa
Lys

ata
Ile

aat
Asn

ctc
Leu
200

ctt
Leu

tac

Tyr

gaa
Glu

atc
Ile

tat

Tyr
280

atc
Ile

tgt
Cys

gaa
Glu

aaa
Lys

aat
Asn
360

ctt
Leu

tgc
Cys

tgg
Trp

aca
Thr
185

cca
Pro

gtc
Val

aca
Thr

ctt
Leu

att
Ile
265

cta
Leu

aat
AsSn

ctt
Leu

tat
Tyr

agt
Ser
345

gat
Asp

gtg
Val

tca
Ser

ata
1le
170

tac
Tyr

ata
Val

ata
Ile

atg
Met

gat
Asp
250

gtc
val

ctt
Leu

ttg
Leu

aat
Asn

cgt
Arg
330

ttg

Leu

tgt
Cys

acg
Thx

caa
Gln
155

atg
Met

gaa
Glu

tat
Tyx

atc
Ile

att
Ile
235

gaa
Glu

gtt
Val

ttg
Leu

gtg
vVal

cca
Pro
315

cgt
Arg

gac
Asp

caa
Gln

tca
Ser
140

atg
Met

acg
Ala

ttt
Phe

cct
Pro

caa
Gln
220

gct
Ala

aca
Thr

gcc
Ala

aat
Asn

ttc
Phe
300

att
Ile

ttg
Leu

gat
Asp

gat
Asp

125

gca
Ala

agce
Ser

gtt
val

cca
Pro

gat
Asp
208

tat
Tyr

gtt
Val

aaa
Lys

tgt
Cys

gaa
Glu
285

ttc
Phe

att
Ile

ttt
Phe

tcg
Ser

caa
Gln
365

gtt
Val

cca
Pro

ctt
Leu

gat
Asp
150

gct
Ala

ttt
Phe

aaa
Lys

atg
Met

ttc
Phe
270

ttg
Leu

ttt
Phe

tat
Tyxr

cgc
Arg

atg
Met
350

cag
Gin
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PCT/US00/32225
cat gaa 432
His Glu
aga tct 480
Arg Ser

160
gtg tct 528
Val Ser
175
gac aat 576
Asp Asn
ggt tgg 624
Gly Trp
gttt cca 672
val Pro
ata tgg 720
Ile Trp

240
gca acc 768
Ala Thr
255
tca ttg 816
Ser Leu
aaa ccg 864
Lys Pro
tca cat 912
Ser His
gga ctt S60
Gly Leu

320
caa att 1008
Gln Ile
335
aaa c¢cg 1056
Lys Pro
gaa att 1104
Glu Ile
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gat caa att gtt gat att cca c¢ca gtt att tct aca aat aat ctt tct
Asp Gln Ile Val Asp Jle Pro Pro Val Ile Ser Thr Asn Asn Leu Ser

cce
Pro
385

370

tg

<210 2

<211>
«212>
<213>

<400> 2

Met

1

val

Ser

Trp

Leu

65

Thr

Ile

Phe

Ala

Phe

145

Ala

Leu

Asn

Trp

Met

225

Ser

Asn

Ile

Gly

Cys

50

Leu

Thr

Phe

Leu

Leu

130

Arg

Lys

Pro

Thr

Lys

210

Ile

Leu

385
PRT
Homo sapiens

Phe Ser Ala

Gly

aAsp

35

Met

Val

Tyr

Ala

Pro

115

Thr

Thr

Arg

His

Ser

1985

Thr

Ile

Ser

Gly

20
Asp
Leu
Leu
Phe
Ile
100
Axg
val
Met
Cys
Gly

180

Ile

Tyr

Leu

Gln

5

Ala

Asp

Tyr

Tyr

Ile

85

Pro

Ser

Ser

FPhe

val

165

Leu

val

Asn

Asp

Ser

Thr

Gly

Phe

Ala

Ile

70

Leu

Phe

Leu

val

Phe

150

Leu

Fhe

Gln

Val

Thr

230

Arg

375

Asp

val

Tyr

Ile

55

Thr

Asn

Lys

Cys

Phe

135

Ser

Leu

His

Cys

Tyx

215

Ala

val

Ser

Leu

Glu

40

Ile

Leu

Leu

Phe

Arg

120

Thr

Lys

Ile

Asn

Leu

200

Leu

Tyr

Glu

Ile

Ala

25

Leu

Ala

Phe

Gly

Gln

105

Ile

Leu

Cys

Trp

Thr

185

Pro

Val

Thr

Leu

Leu

10

Glu

Thr

Fhe

Arg

Phe

=10)

Ala

vVal

Val

Ser

Ile
170

Tyr

val

Ile

Met

Asp

Ala

Ala

Pro

Met

Leu

75

Ala

Ala

Pro

Thr

Gln

155

Met

Glu

Tyr

Ile

Ile

235

Glu

380

Ser

Gly

val

Ala

60

Arg

Asp

Leu

Tyr

Ser

140

Met

Ala

Phe

Pro

Gln

220

Ala

Thr

Thr

Glu

Glu

45

val

val

Leu

Phe

val

125

Ala

Ser

Vval

Pro

Asp

205

Tyr

val

Lys

Ile

Ala

30

Leu

vVal

Arg

Fhe

Gln

110

Glu

Val

Pro

Leu

Asp

150

Ala

Phe

Lys

Met

Thr

15

Glu

Ile

Gly

Ser

Thr

85

Glu

Thr

His

Arg

val

175

Asp

Gly

val

Ile

Ala

Thr

Leu

Ile

Asn

Ile

a0

Gly

Trp

val

Glu

Ser

160

Ser

Asn

Trp

Pro

240

Thr

1152

1157
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245 250 255

Gln Lys Leu Met Arg Thr Leu Ile Ile Val Val Ala Cys Phe Ser Leu
260 265 270

Cys Trp Phe Pro Leu Glu Thr Tyr Leu Leu Leu Asn Glu Leu Lys Pro
275 280 285

Glu Ile Asn Gly Trp Lys Tyr Ile Asn Leu Val Phe Phe Phe Ser His
280 2585 300

Trp Leu Ala Met Ser Asn Ser Cys Leu Asn Pro Ile Ile Tyr Gly Leu
305 310 315 320

Tyr Asn Thr Lys Tyr Asn Glu Glu Tyr Arg Arg Leu Phe Arg Gln Ile
325 330 335

Gly Cys Ile Trp Gln Arg Gln Lys Ser Leu Asp Asp Ser Met Lys Pro
340 345 350

Glu Arg Arg Trp Asn Ser Ser Asn Asp Cys Gln Asp Gln Gln Glu 1le
355 360 365

Asp Glmn 1le Vval Asp Ile Pro Pro Val Ile Ser Thr Asn Asn Leu Ser
370 375 - 380

Pro
i85

<210> 3

<211> 1202

<212> DNA

<213> Homo sapiens

«220>
«<221> CDS
<222> (1)..1{1200)

«220>
<223> Clone identifier: CEGPCR1f

<400> 3
atg aac ttt tcg gcc acc gat tcg ata ttg gca, tca acg ata aca acg 48
Met Rsn Phe Ser Ala Thr Asp Ser Ile Leu Ala Ser Thr Ile Thr Thr

1 5 10 15

gtg att ggt gga gct gga gtt ttg gca gaa gca ggc gaa gct gaa cta 26
val Ile Gly Gly Ala Gly val Leu Ala Glu Ala Gly Glu Ala Glu Leu
20 25 30

tct ggt gat gat gat ttt tat gag ctg act cct gta gaa ttg ata ata 144
‘Ser Gly Asp Asp Asp Phe Tyr Glu Leu Thr Pro Val Glu Leu Ile Ile
35 40 45

tgg tgc atg ctg tat gca att ata gec ttc atg gca gtt gtt gga aat 192
Trp Cys Met Leu Tyr Ala Ile Ile Ala Phe Met Ala Val val Gly Asn
S0 55 60

ctt ctg gtt ctc tac ata aca ctg ttc aga tta aga gtc cgt tcc atc 240
Leu Leu Val Leu Tyr Ile Thr Leu Phe Arg Leu Arg Val Arg Ser Ile
65 70 75 80
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aca acc tac ttec att ctg aac ctec gga ttt get gac ctec tte act ggt 288
Thr Thr Tyr Phe Ile Leu Asn Leu Gly Phe Ala Asp Leu Phe Thr Gly
85 S0 95

att ttt gcg att ccc ttc aag ttt cag got got ctt ttt caa gaa tgg 336
Ile Phe Ala Ile Pro Phe Lys Phe Gln Ala Ala Leu Phe Gln Glu Trp
100 105 110

ttc ctg ccg cga tca ctc tge cgg ata gtt cca tac gtg gaa aca gtt 384
Phe Leu Pro Arg Ser Leu Cys Arg Ile Val Pro Tyr val Glu Thr Val
115 120 125

gct ctg aca gtt tca gtc ttc aca ctt gtg acg tca gca gtt cat gaa 432
Ala oeu Thr Val Ser Val Phe Thr Leu Val Thr Ser Ala Vval His Glu
130 13% 140

ttc cgt aca atg ttc tte tcg aaa tgc tca caa atg age cca aga tct 480
Phe Arg Thr Met Phe Phe Ser Lys Cys Ser Gln Met Ser Pro Arg Ser
145 150 155 160

gca aaa cga tgt gta ctt ttg ata tgg ata atg gcg gtt ctt gtg tct 528
Ala Lys Arg Cys Val Leu Leu Ile Trp Ile Met Ala Val Leu Val Ser
165 170 175

cta cca cat gga ttg ttc cat aat aca tac gaa ttt cca gat gac aat 576
Leu Pro His Gly Leu Phe His Asn Thr Tyr Glu Phe Pro Asp Asp Asn
180 185 180

aat act tca att gta cag tgt ctc cca gta tat cct gat gect ggt tgg 624
Asn Thr Ser Ile Val Gln Cys Leu Pro Val Tyr Pro Asp Ala Gly Trp
155 200 205

tgg aaa aca tac aat gtc tac ctt gtc ata atc caa tat ttt gtt cca 672
Trp Lys Thr Tyr Asn Val Tyr Leu Val Ile Ile Gln Tyr Phe val Pro
210 215 220

atg att att ctt gac act gcg tac aca atg att gct gtt aaa ata tgg 720
Met Ile Ile Leu Asp Thr Ala Tyr Thr Met Ile Ala val Lys Ile Trp
225 230 235 240

tca ttg agt cag tca aga gtt gaa ctt gat gaa aca aaa atg gca acc T68
Ser Leu Ser Gln Ser Arg Val Glu Leu Asp Glu Thr Lys Met Ala Thr
245 250 255

cag aag ata tca gtg gta tca atg gtt tca cca aac act caa tta tcg 816
Gln Lys Ile Ser Val Val Ser Met Val Ser Pro Asn Thr Gln Leu Ser
260 265 270

cag ctt atg cgt act ctc atc att gtc gtt gcc tgt tte tca ttg tgt 864
Gln Leu Met Arg Thr Leu Ile Ile Val val Ala Cys Phe Ser Leu Cys
275 280 2B5

tgg ttt cca ttg gag acg tat cta ctt ttg aat gaa ttg aaa ccg gaa 912
Trp Phe Pro Leu Glu Thr Tyr Leu Leu Leu Asn Glu Leu Lys Pro Glu
290 295 300

att aat gga tgg aaa tac atc aat ttg gtg ttc ttc ttt teca cat tgg S60
Ile Asn Gly Trp Lys Tyr Ile Asn Leu Val Phe Phe Phe Ser His Trp
305 310 31s 320



WO 01/38533

ctg
Leu

aat
Asn

tge
Cys

cgt
Arg

caa
Gln
3iBs

tg

gcg
Ala

aca
Thr

att
Ile

cgt
Arg
370

att
Ile

<210> 4
<211> 400
<212> PRT
«213> Homo sapiens

<400> 4
Met Asn Phe Ser Ala

i

Vval

Ser

Trp

Leu

65

Thr

Ile

Phe

hla

Phe

145

Ala

Ile
Gly
Cys

50
Leu
Thr
Phe
Leu
Leu
130

Arg

Lys

atg
Met

aaa
Lys

tagg
Trp
355

tag
Trp

gtt
Val

Gly
Asp

35
Met
val
Tyr
Ala
Pro
115
Thr

Thr

Arg

agc
Ser

tac

Tyr
340

caa

Gln

aat
Asn

gat
Asp

Gly

20
Asp
Leu
Leu
Phe
Ile
100
Arg

Val

Met

Cys

aat
Asn
325

aac
Asn

cgg
Arg

tct
Ser

att
Ile

5

Ala

Asp

Tyr

Tyr

Ile

85

Pro

Ser

Ser

Phe

Val
185

tct
Ser

gag
Glu

cag
Gln

tca
Ser

cca
Pro
350

Thr

Gly

Phe

Ala

Ile

70

Leu

Phe

Leu

Val

Phe

150

Leu

tgt
Cys

gaa
Glu

aaa
Lys

aat
Asn
375

cca
Pro

Asp

val

Tyr

Ile

55

Thr

Asn

Lys

Cys

Phe

138

Ser

Leu

ctt
Leu

tat
Tyr

agt
Ser
360

gat
Asp

gtt
val

Ser

Leu

Glu

40

Ile

Leu

Leu

Phe

Arg

120

Thx

Lys

Ile

aat
Asn

cgt
Arg
345

ttg

Leu

tgt
Cys

att
Ile

Ile

Ala

25

Leu

Ala

Phe

Gly

Gin

105

Ile

Leu

Cys

Trp

cca
Pro
330

cgt
Arg

gac
Asp

caa
Gln

tct
Ser

Leu

10

Glu

Thr

Phe

Axrg

Phe

20

Ala

val

Vval

Ser

Ile
170

att
Ile

ttg
Leu

gat
Asp

gat
Asp

aca
Thr
39%

Ala

Ala

Pro

Met

Leu

75

Ala

Ala

Pro

Thr

Gln

155

Met

att
ile

Lttt
Phe

tcg
Ser

caa
Gln
380

aat
Asn

Ser

Gly

Val

Ala

60

Arg

Asp

Leu

Tyr

Ser

140

Met

Ala

tat
Tyr

cgc
Arg

atg
Met
365

cag

Gln

aat
Asn

Thr

Glu

Glu

45

val

val

Leu

Phe

val

125

Ala

Ser

val

gga
Gly

caa
Gln
aso

aaa

Lys

gaa
Glu

ctt
Leu

Ile
Ala

30
Leu
val
Arg
Phe
Gln
110
Glu
Val

Pro

Leu

cte
Leu
335

att
Ile

ccg
Pro

att
Ile

tct
Ser

Thr

15

Glu

Ile

Gly

Ser

Thr

95

Glu

Thr

His

Arg

Val
175

774Ut 200
PCT/US00/32225

tac
Tyr

gga
Gly

gag
Glu

gat
Asp

ccc
Pro
400

Thr

Leu

Ile

Asn

Ile

ao

Gly

Trp

Val

Glu

Ser

160

Ser

1008

1056

1104

1152

1200

1202
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Leu Pro His Gly Leu Phe His Asn Thr Tyr Glu Phe Pro Asp Asp Asn
180 185 150

Asn Thr Ser Ile Val Gln Cys Leu Pro Val Tyr Pro Asp Ala Gly Trp
195 200 205

Trp Lys Thr Tyr Asn Val Tyr Leu Val Ile Ile Gln Tyr Phe Val Pro
210 215 220

Met Ile Ile Leu Asp Thr Ala Tyr Thr Met Ile Ala Val Lys Ile Trp
225 230 235 240

Ser Leu Ser Gln Ser Arg Val Glu Leu Asp Glu Thr Lys Met Ala Thr
245 250 255

Gln Lys Ile Ser Val Val Ser Met Val Ser Pro Asn Thr Gln Leu Ser
260 265 270

Gln Leu Met Arg Thr Leu Ile Ile Val Val Ala Cys Phe Ser Leu Cys
275 280 285

Trp Phe Pro Leu Glu Thr Tyr Leu Leu Leu Asn Glu Leu Lys Pro Glu
290 2585 300

Ile Asn Gly Trp Lys Tyr Ile Asn Leu Val Phe Phe Phe Ser His Trp
305 310 ’ 315 320

Leu Ala Met Ser Asn Ser Cys Leu Asn Pro Ile Ile Tyr Gly Leu Tyr
325 330 335

Asn Thr Lys Tyr Asn Glu Glu Tyr Arg Arg Leu Phe Arg Gin Ile Gly
3430 345 350

Cys Ile Trp Gln Arg Gln Lys Ser Leu Asp Asp Ser Met Lys Pro Glu
355 360 365

Arg Arg Trp Asn Ser Ser Asn Asp Cys Gln Asp Gln Gln Glu lle Asp
370 375 380

Gln Ile Val Asp Ile Pro Pro Val Ile Ser Thr Asn Asn Leu Ser Pro
igs 390 385 400

<210> 5

<21ll> 1214

<212> DNA

<213> Homo sapiens

<2205
<231> CDS
<222> (1)..({1212}

<220>
<223> Clone identifier: CEGPCR1l2c

<400> 5
atg tcg aat gat ctc gtg cct tca gtg tet teot ata cta aat gaa aca 48
Met Ser Asn Asp Leu Val Pro Ser Val Ser Ser Ile Leu Asn Glu Thr

1 S 10 15
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aca cct teca tat caa agt aca tgt aaa atc aaa aac aac ccc atg gaa 96
Thr Pro Ser Tyr Gln Ser Thr Cys Lys Ile Lys Asn Asn Pro Met Glu
20 25 30

atg gaa tat ttc cge cca ttc ttt att tct atg tat tgt get gtt ttt 144
Met Glu Tyr Phe Arg Pro Phe Phe Ile Ser Met Tyr Cys Ala Val Phe
35 40 45

ttg gtt gct agt tec ggt aat ttt ttg gtg gtg tac gtt gtg atg acg 182
Leu Val Ala Ser Ser Gly Asn Phe Leu Val Val Tyr Val Val Met Thr
50 - 55 &0

aac aag cga atg cag acg atc acc aac att ttt att aca aat ctc gca 240
Asn Lys Arg Met Gln Thr Ile Thr Asn Ile Phe Ile Thr Asn Leu Ala
65 70 75 80

gtt tct gat ata atg gtt aac ttt aca tcg ttg tgg ctt aca ¢ca aca 288
Val Ser Asp Ile Met Val Asn Phe Thx Ser Leu Trp Leu Thr Pro Thr
85 S0 95

tac acc tca ata gga cat tgg ata ttc gga ggt gga ttg tgt cat ggt 336
Tyr Thr Ser Ile Gly His Trp Ile Phe Gly Gly Gly Leu Cys His Gly
100 105 110

tta cce ctg ttc caa ggt aca agt ate ttc atc agt acg tgg aca ctt 384
Leu Pro Leu Phe Gln Gly Thr Ser Ile Phe Ile Ser Thr Trp Thr Leu
115 120 125

acg gct ata gcc ata gat cga tac ata gtg atc gtg cac aac tca tca 432
Thr Ala Ile Ala Ile Asp Arg Tyr Ile Val Ile Val His Asn Ser Ser
130 135 140

aat atc aat ata aat gat aga atg tcc atg aga tct tgc ctt teg tte 480
Asn Ile Asn Ile Asn Asp Arg Met Ser Met Arg Ser Cys Leu Ser Phe
145 150 155 lée0

att gtc ctc att tgg cta tgc tca ttg ctt ctg gtec act ccg tat geco 528
Ile Val Leu Ile Trp Leun Cys Ser Leu Leu Leu Val Thr Prc Tyr Ala
165 170 175

atc aac atg aag ctc aac tac att cat gaa cca tgt gat ttt ctg ata 576
Ile Asn Met Lys Leu Asn Tyr Ile His Glu Pro Cys Asp FPhe Leu Ile
180 185 190

tgt agt gag gac tgg agc aat gcc gaa ttt cga tct att ttt gga att 624
Cys Ser Glu Asp Trp Ser Asn Ala Glu Phe Arg Ser Ile Phe Gly Ile
185 200 205

gtg gtg atg att ctt caa ttc att ttg cca ttt gta ctc att gcc att €72
val Val Met Ile Leu Gln Phe Ile Leu Pro Phe Val Leu Ile Ala Ile
210 215 220

agt tac ata aaa ata tgg ttg ttc cta aat agc cgt caa agt atg acc 720
Ser Tyr Ile Lys Ile Trp Leu Phe Leu Asn Ser Arg Gln Ser Met Thr
225 230 235 240

gag aga aaa tcc gat atc aag cge a&aa aag cgt tta cta cgg atg ttg 768
Glu Arg Lys Ser Asp Ile Lys Arg Lys Lys Arg Leu Leu Arg Met Leu
245 250 255
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att gtc atg gtg gtc atc ttc gca att tge tgg ttc cca ttec aac cte Bl1l6
Ile Val Met Val val Ile Phe Ala Ile Cys Trp Phe Pro Phe Asn Leu
260 265 270

tta aac tgt ctc cga gat ctc aag ttg gat aat ttc atg cgt ggc tac 864
Leu Asn Cys Leu Arg Asp Leu Lys Leu Asp Asn Phe Met Arg Gly Tyr
275 280 285

ttc agt ttt gtt ttc ctt tce gtg cat ttg atg agt atg aca gct acc 912
Phe Ser Phe Val Phe Leu Ser Val His Leu Met Ser Met Thr Ala Thr
290 295 300

gco tgg aat cca atc ctc tac geca ttc atg aat gag acc tte cgt gag 960
Ala Trp Asn Pro Ile Leu Tyr Ala Phe Met Asn Glu Thr Phe Arg Glu
305 310 315 320

gag ttc gca aaa gtt gtt ccc tge ttg ttt gog cgt cgt coct gga act loos
Glu Phe Ala Lys Val vVal Pro Cys Leu Phe Ala Arg Arg Pro Gly Thr
325 330 335

ggt cca att cgc gtc atc act gaa cgc acc gct atg ata act aac cocg 1056
Gly Pro Ile Arg Val Ile Thr Glu Arg Thr Ala Met Ile Thr Asn Pro
340 345 350

ttt cga cgt gca aac cga aaa aaa aaa gtg gag gaa cag cct gtt acg 1104
Phe Arg Arg Ala Asn Arg Lys Lys Lys Val Glu Giu Gin Pro Val Thr
355 360 365

gtg att tct gat tca gag agt cca ctt caa act gca gqtg gag ccg cag 1152
Val Ile Ser Asp Ser Glu Ser Pro Leu Gln Thr Ala Val Glu Pro Gln
370 375 380

cgec agt atc gtg tat ctec gat gag cct gag aac gga tca agt tgt cag 1200
Arg Ser Ile Val Tyr Leu Asp Glu Pro Glu Asn Gly Ser Ser Cys Gln
38S 390 395 400

acg ctt ctg ctt ta 1214
Thr Leu Leu Leu

<210> 6

<211> 404

<212> PRT

<213> Homo sapiens .

<400> 6
Met Ser Asn Asp Leu Val Pro Ser Val Ser Ser Ile Leu Asn Glu Thr
1 5 10 15

Thr Pro Ser Tyr Gln Ser Thr Cys Lys Ile Lys Asn Asn Pro Met Glu
20 25 3¢

Met Glu Tyr Phe Arg Pro Phe Phe Ile Ser Met Tyr Cys Ala Val Phe
35 40 45

Leu Val Ala Ser Ser Gly Asn Phe Leu Val Val Tyr val Val Met Thr
50 55 60

Asn Lys Arg Met Gln Thr Ile Thr Asn Ile Phe Ile Thr Asn Leu Ala
65 70 75 80



77 sul 2004
WO 01/38533 PCT/US00/32225

Val Ser Asp Ile Met Val Asn Phe Thr Ser Leu Trp Leu Thr Pro Thr
85 90 95

Tyr Thr Ser Ile Gly His Trp Ile Phe Gly Gly Gly Leu Cys His Gly
100 105 110

Leu Pro Leu Phe Gln Gly Thr Ser Ile Phe Ile Ser Thr Trp Thr Leu
115 120 125

Thr Bla Ile Ala Ile Asp Arg Tyr Ile Val Ile Val His Asn Ser Ser
130 135 140

Asn Ile Asn Ile Asn Asp Arg Met Ser Met Arg Ser Cys Leu Ser Phe
145 150 155 160

Ile Val Leu Ile Trp Leu Cys Ser Leu lLeu Leu Val Thxr Pro Tyr Ala
165 170 175

Ile Asn Met Lys Leu Asn Tyr Ile His Glu Pro Cys Asp Phe Leu Ile
180 185 150

Cys Ser Glu Asp Trp Ser Asn Ala Glu Phe Arg Ser Ile Phe Gly Ile
155 200 205

val Val Met Ile Leu Gln Phe Ile Leu Pro Phe Val Leu Ile Ala Ile
210 215 220

Ser Tyr Ile Lys Ile Trp Leu Phe Leu Asn Ser Arg Gln Ser Met Thr
225 230 235 240

Glu Arg Lys Ser Asp Ile Lys Arg Lys Lys Arg Leu Leu Arg Met Leu
245 250 255

Ile Val Met Val Val Ile Phe Ala Ile Cys Trp Phe Pro Phe Asn Leu
260 265 270

Leu Asn Cys Leu Arg Asp Leu Lys Leu Asp Asn Phe Met Arg Gly Tyr
275 280 ’ 285

Phe Ser Phe Val Phe Leu Ser val His Leu Met Ser Met Thr Ala Thr
290 295 300

Ala Trp Asn Pro Ile Leu Tyr Ala Phe Met Asn Glu Thr Phe Arg Glu
305 31¢ 315 320

Glu Phe Ala Lys Val Val Pro Cys Leu Phe Ala Arg Arg Pro Gly Thr
325 330 335

Gly Pro Ile Arg Val Ile Thr Glu Arg Thr Ala Met Ile Thr Asn Pro
340 345 350

Phe Arg Arg Ala Asn Arg Lys Lys Lys Val Glu Glu Gln Pro Val Thr
355 360 365

val Ile Ser Asp Ser Glu Ser Pro Leu Gln Thr Ala val Glu Pro Gln
370 375 380

Arg Ser Ile Val Tyr Leu Asp Glu Pro Glu Asn Gly Ser Ser Cys Gln
385 ' 50 395 400

Thr Leu Leu Leu

-10-
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<210> 7

«211> 1208

<212> DNA

<213> Homo sapiens

<220>
221> CDS
«222> (1} ..(1208)

220>
<223> Clone identifier: CEGPCR12h

<400> 7
atg tcg aat gat ctc gtg cct tca gtg tcet tct ata cta aat gaa aca 48
Met Ser Asn Asp Leu Val Pro Sexr Val Ser Ser Ile Leu Asn Glu Thr

1 5 10 is

aca cct tca tat caa agt aca tgt aaa atc aaa aac aac ccc atg gaa 96
Thr Pro Ser Tyr Gln Ser Thr Cys Lys Ile Lys Asn Asn Pro Met Glu
20 25 30

atg gaa tat ttc cgc ceca ttc tkt att tet atg tat tgt get gtt ttt 144
Met Glu Tyr Phe Arg Pro Phe Phe Jle Ser Met Tyr Cys Ala Val Phe
35 40 45

ttg gtt gct agt tcc ggt aat ttt ttg atg gtg tac gtt gtg atg acy 192
Leu Val ARla Ser Ser Gly Asn Phe Leu Val Val Tyr Val Val Met Thr
50 55 60

aac aag cga atg cag acg atc acc aac att ttt att aca aat ctc gca 240
Asn Lys Arg Met Gln Thr Ile Thr Asn Ile Phe Ile Thr Asn Leu Ala
65 70 75 80

gtt tct gat ata atg gtt aac ttt aca tecg ttyg tgg ctt aca cca aca 288
Val Ser Asp Ile Met Val Asn Phe Thr Ser Leu Trp Leu Thr Pro Thr
B5 90 a5

tac acc tca ata gga cat tgg ata ttc gga ggt gga ttg tgt cat ggt 336
Tyr Thr Ser Ile Gly His Trp Ile Phe Gly Gly Gly Leu Cys His Gly
100 105 110

tta ccc ctg ttc caa ggt aca agt atc ttec atc agt acg tgg aca ctt 34
Leu Pro Leu Phe Gln Gly Thr Ser Ile Phe Ile Ser Thr Trp Thr Leu
115 120 125

acg gct ata gcec ata gat cga tac ata gtg atc gtg cac aac teca tea 432
Thr Ala Ile Ala Ile Asp Arg Tyr Ile Val Ile Val His Asn Ser Ser
130 135 140

aat atc aat ata aat gat aga atg tcc atg aga tct tge ctt teog ttc 480
Asn Ile Asn Ile Asn Asp Arg Met Ser Met Arg Ser Cys Leu Ser Phe
145 150 155 160

att gtc ctc att tgg cta tgc tca ttg ctt ctg gtc act ccg tat gcc 528
Ile Val Leu Ile Trp Leu Cys Ser Leu Leu Leu Val Thr Pro Tyr Ala
165 170 175

atc aac atg aag cic aac tac att cat gaa cca tgt gat ttt ctg ata 576

Ile Asn Met Lys Leu Asn Tyr Ile His Glu Pro Cys Asp Phe Leu Ile
180 185 190

-11 -



WO 01/38533

tgt
Cys

gtg
Val

agt
Ser
225

gag
Glu

att
Ile

tta
Leu

tte
Phe

gec
Ala
305

gag
Glu

ggt
Gly

ttt
Phe

gtg
Val

atc
Ile
385

ctg
Leu

agt
Ser

gtg
val
210

tac

Tyr

aga
Arg

gtc
val

aac
Asn

agt
Ser
280

tgg
Trp

ttc
Phe

cca
Pro

cga
Arg

att
Ile
370

gtg
Val

ctt
Leu

<210> 8
<211> 402
«212> PRT
<213> Homo sapiens

<400> 8

gag
Glu
195

atg
Met

ata
Ile

aad
Lys

atg
Met

tgt
Cys
275

ctte
Phe

aat
Asn

gca
Ala

att
Ile

cgt
Arg
355

tct
Ser

tat
Tyr

ta

gac
Asp

att
Ile

aaa
Lys

tcc
Ser

gtg
Val
260

ctc
Leu

gtt
Val

cca
Pro

aaa
Lys

cgc
Arg
340

gca

Ala

gag
Glu

ctc
Leu

tag
Trp

ctt
Leu

ata
Ile

gat
Asp
245

gtc
Val

cga
Arg

ttc
Phe

atc
Ile

gtt
val
325

gtec
val

aac
Asn

agt
Ser

gat
Asp

agc
Ser

caa
Gln

tgg
230

atc
Ile

atc
Ile

gat
Asp

ctt
Leu

ctc
Leu
310

gtt
Val

atc
Ile

cga
Arg

cca
Pro

gag
Glu
350

aat
Asn

tte
Phe
215

trg
Leu

aag
Lys

ttc
Phe

cte
Leu

tcc
Ser
285

tac

Tyr

ccce
Pro

act
Thr

aaa
Lys

ctt
Leu
375

cct
Pro

gcc
Ala
200

att
Ile

ttc
Phe

cgce
Arg

gca
Ala

aag
Lys
280

gtg
Val

gca
Ala

tgc
Cys

gaa
Glu

aaa
Lys
360

caa

Gln

gag
Glu

gaa
Glu

ttg
Leu

cta
Leu

aaa
Lys

att
Ile
265

ttg
Leu

cat
His

ttc
Phe

ttg
Leu

cgc
Arg
345

aaa

Lys

act
Thr

aac
Asn

ttt
Phe

cca
Pro

aat
Asn

aag
Lys
250

tgc
Cys

gat
Asp

ttg
Leu

atg
Met

ttt
Phe
330

acc

Thr

gtg
val

gca
Ala

gga
Gly

-12 -

cga
Arg

Tttt
Phe

agc
Ser
235

cgt
Axg

tag
Trp

aat
Asn

atg
Met

aat
Asn
315

gcg
Ala

gct
Ala

gag
Glu

gtg
val

tca
Ser
395

tct
Ser

gta
Val
220

cgt
Arg

tta
Leu

tte
Fhe

tte
Phe

agt
Ser
300

gag
Glu

cgt
Arg

atg
Met

gaa
Glu

gag
Glu
380

agt
Ser

att
Ile
205

ctc
Leu

caa
Gln

cta
Leu

cca
Pro

atg
Met
285

atg
Met

acc
Thr

cgt
Arg

ata
Ile

cag
Gln
365

ccg
Pro

tgt
Cys

ol o of
Phe

ate
Ile

agt
Ser

£g99
Arg

ttc
Phe
270

cgt
Arg

aca
Thr

trc
Phe

cct
Pro

act
Thr
350

cct

Pro

cag
Gln

cag
Gln

27 12004

PCT/US00/32225
gga att 624
Gly Ile
gcc att €72
Ala Ile
atg acc 720
Met Thr

240
atg ttg 768
Met Leu
255
aac ctce 816
Asn Leu
gge tac 864
Gly Tyr
gct acc 912
Ala Thr
cgt gag 960
Arg Glu

320
gga act 1008
Gly Thr
335
aac ccg 1056
Asn Pro
gtt acg 1104
Val Thr
cgc agt 1152
Arg Ser
acg ctt 1200
Thr Leu

400

1208



2.2 JuL 2004
WO 01/38533 PCT/US00/32225

Met Ser Asn Asp Leu Val Pro Ser Val Ser Ser Ile Leu Asn Glu Thr
Thr Pro Ser Tyr Gln Ser Thr Cys Lys Ile Lys Asn Asn Pro Met Glu
20 25 30

Met Glu Tyr Phe Arg Pro Phe Phe Ile Ser Met Tyr Cys Ala Val Phe
35 40 45

Leu Val Ala Ser Sexr Gly Asn Phe Leu Val val Tyr Val val Met Thr
50 55 60

Asn Lys Arg Met Gln Thr Ile Thr Asn Ile Phe Ile Thr Asn Leu Ala
65 70 75 80

Val Ser Asp Ile Met Val Asn Phe Thr Ser Leu Trp Leu Thr Pro Thr
85 90 S5

Tyr Thr Ser Ile Gly His Trp Ile Phe Gly Gly Gly Leu Cys His Gly
100 105 110

Leu Pro Leu Phe Gln Gly Thr Ser Ile Phe Ile Ser Thr Trp Thr Leu
115 120 125

Thr Ala Ile Ala Ile Asp Arg Tyr Ile Val Ile Val His Asn Ser Ser
13¢ 135 140

Asn Ile Asn Ile Asn Asp Arg Met Ser Met Arg Ser Cys Leu Ser Phe
145 150 155 160

Ile Val Leu Ile Trp Leu Cys Ser Leu Leu Leu Val Thr Pro Tyr Ala
165 170 175

Ile Asn Met Lys Leu Asn Tyr Ile His Glu Pro Cys Asp Phe Leu Ile
180 185 190

Cys Ser Glu Asp Trp Ser Asn Ala Glu Phe Arg Ser Ile Phe Gly Ile
195 200 205

Val Val Met Ile Leu Gln Phe Ile Leu Pro Fhe Val Leu Ile Ala Ile
210 215 220

Ser Tyr Ile Lys Ile Trp Leu Phe Leu Asn Ser Arg Gln Ser Met Thr
225 230 235 240

Glu Arg Lys Ser Asp Ile Lys Arg Lys Lys Arg Leu Leu Arg Met Leu
245 250 255

Ile Val Met Val Val Ile Phe Ala Ille Cys Trp Phe Pro Phe Asn Leu
260 265 270

Leu Asn Cys Leu Arg Asp Leu Lys Leu Asp Asn Phe Met Arg Gly Tyr
275 280 285

Phe Ser Phe Val Phe Leu Ser Val His Leu Met Ser Met Thr Ala Thr
250 295 300

Ala Trp Asn Pro Ile Leu Tyr BAla Phe Met Asn Glu Thr Phe Arg Glu
305 310 3158 320

Glu Phe Ala Lys Val Val Pro Cys Leu Phe Ala Arg Arg Pro Gly Thr
325 330 335

-13-
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Gly
Phe
val
Ile

385

Leu

Pro Ile Arg Val Ile

340

Arg Arg Ala Asn Arg

Ile
370

Val

Leu

<210> 9

<211>
<212>
<213>

<220>

<221>
<222>

«220>

<223>

«<400> 9

atg
Met
1

aca
Thr

atg
Met

ttg
Leu

aac
Asn
65

gtt
Val

tac

Tyr

tta
Leu

tcg
Ser

cct
Pro

gaa
Glu

gtt
Val
50

aag

Lys

tct
Ser

acc
Thr

cece
Pro

355

Ser Glu Ser Pro

Tyr Leu Asp Glu

1220
DNA
Home sapiens

Chs
(1) .. (1218}

Clone

aat
Asn

tca
Ser

tat

Tyr
35

gct
Ala

cga
Arg

gat
Asp

tca
Ser

cty
Leu
115

390

identifier:

gat
Asp

tat

Tyr
20

ttc
Phe

agt
Ser

atg
Met

ata
Ile

ata
Ile
100

tte
Phe

ctec
Leu

caa
Gln

cge
Arg

tce
Ser

cag
Gln

atg
Met
g5

g9a
Gly

caa
Gln

gtg
Val

agt
Ser

cca

Pro

ggt
Gly

acg
Thr
70

gtt
val

cat
His

ggt
Gly

Thr Glu Arg Thr Ala

Lys

Leu
375

Pro

Lys
360

345

Lys Val Glu

Gln Thr Ala val

Glu

Asn

CEGPCR12u

cct
Pro

aca
Thr

ttc
Phe

aat
Asn
55

atc

Ile

aac
Asn

tgg
Trp

aca
Thx

tca
Ser

tgt
Cys

o o o
FPhe
40

Lttt
Phe

acc
Thr

ttt
Phe

ata
Ile

agt
Ser
120

gtg
Val

aaa
Lys
25

att
Ile

ttg
Leu

aac
Asn

aca
Thr

ttc
Phe
105

ate
Ile

Gly

tct
Ser
10

atc
Ile

tct
Ser

gtg
Val

att
Ile

tcg
Ser
a0

gga
Gly

ttc
Phe

-14 -

Ser
395

tct
Ser

aaa
Lys

atg
Met

atg
Val

rtte
Phe
75

tty

Leu

ggt
Gly

atc
Ile

Met

77 3L 1004
PCT/US00/32225

Ile Thr Asn Pro

350

Glu Gln Pro Val Thr

365

Glu Pro Gln Arg Ser

380

Ser

ata
Ile

aac
Asn

tat
Tyr

tac

Tyr
60

att

Ile

tgg
Trp

gga
Gly

agt
Ser

Cys Gln Thr Leu

cta
Leu

aac
Asn

tgt
Cys
45

gtt
val

aca
Thr

ctt
Leu

ttg
Leun

acg
Thr
125

aat
Asn

ccc
Pro
30

act
Ala

gtg
val

aat
Asn

aca
Thr

tgt
Cys
110

tgg
Trp

gaa
Glu
15

atg
Met

gtt
Val

atg
Met

cte
Leu

cca
Pro
85

cat

His

aca
Thr

460

aca
Thr

gaa
Glu

ttt
Phe

acg
Thr

gca
Ala
80

aca

Thr

ggt
Gly

ctt
Leu

48

96

144

152

240

288

336

3g4



WO 01/38533

acg
Thr

aat
Asn
145

attc
Ile

atc
Ile

tgt
Cys

gtg
val

agt
Ser
225

gag
Glu

att
Ile

tta
Leu

tte
Phe

gcc
Ala
305

gag
Glu

ggt
Gly

ttt
Phe

gct
Ala
130

atc
Ile

gtc
val

aac
Asn

agt
Ser

gtg
val
210

tac
Tyr

aga
Arg

gtc
Val

aac
Asn

agt
Ser
280

tgg
Trp

ttc
Phe

cca
Pro

cga
Arg

ata
Ile

aat
Asn

ctc
Leu

atg
Met

gag
Glu
195

atg
Met

ata
Ile

ada
Lys

atg
Met

tgt
Cys
275
ttt
Phe

aat
Asn

gca
Ala

att
Ile

cgt
Arg
355

gcc
Ala

ata
Ile

att
Ile

aag
Lys
180

gac
Asp

ate
Ile

aaa
Lys

tce
Ser

gtg
Val
260

cte
Leu

gtt
Val

cca
Pro

aza
Lys

cge
Arg
340

gca
Ala

ata
Ile

aat
Asn

tgg
Trp
ies

ctc
Leu

tgg
Trp

ctt
Leu

ata
Ile

gat
Asp
245

gtc
val

cga
Arg

tte
Phe

ate
Ile

gtt
vVal
325

gtc
Val

aac
Asn

gat
Asp

gat
Asp
150

cta
Leu

aac
Asn

agce
Ser

caa
Gln

tgg
Trp
230

ate
Ile

atc
Ile

gat
Asp

ctt
Leu

cte
Leu
3io

gt
Val

atc
Ile

cga
Arg

cga
Arg
135

aga
Arg

tgc
Cys

tac
Tyr

aat
Asn

tte
Phe
21S

ttg
Leu

aag
Lys

tte
Phe

ctce
Leu

tce
Ser
295

tac

Tyr

cCcc
Pro

act
Thr

aaa
Lys

tac

Tyr

atg
Met

tca
Ser

att
Ile

gcc
aAla
200

att
Ile

tte
Phe

cgce
Arg

gca
Ala

aag
Lys
280

gtg
val

gca
Ala

tgc
Cys

gaa
Glu

aaa
Lys
360

ata
Ile

tce
Ser

ttg
Leu

cat
His
185

gaa
Glu

ttg
Leu

cta
Leu

aaa
Lys

att
Ile
265

ttg
Leu

cat
His

ttc
Phe

ttg
Leu

cge
Arg
345

ada
Lys

qtg
Vail

atg
Met

ctt
Leu
170

gaa
Glu

ttt
Fhe

cca
Pro

aat
Asn

aag
Lys
250

tgc
Cys

gat
Asp

ttg
Leu

atg
Met

tct
Phe
330

acc

Thr

gtg
val

-15 -

atc
1le

aga
Arg
155

ctg
Leu

cca
Pro

cga
Arg

ttt
Phe

agc
Ser
235

cgt
Arg

tag
Irp

aat
Asn

atg
Met

aat
AsSn
315

gcyg
Ala

gct
Ala

gag
Glu

gtg
Val
140

tct
Ser

gtc
val

tgt
Cys

tct
Ser

gta
val
220

cgt
Arg

tta
Leu

ttc
Phe

tte
Fhe

agt
Ser
300

gag
Glu

cgt
Arg

atg
Met

gaa
Glu

cac
His

tgc
Cys

act
Thr

gat
Asp

att
Ile
205

cte
Leu

caa
Gln

cta
Leu

cca
Pro

atg
Met
285

atg
Met

acc
Thr

cgt
Arg

ata
Ile

cag
Gln
365

aac
Asn

ctt
Leu

ceg
Pro

o of o8
Fhe
180

tte
Phe

attc
Ile

agt
Ser

cgq
Arg

tte
Phe
270

cgt
Arg

aca
Thr

ttc
Phe

cct
Pro

act
Thr
350

cct
Pro

27 340 2004

PCT/US00/32225
tca tca 432
Ser Ser
tcg ttc 480
Ser Phe

160
tat gcc 528
Tyr Ala
175
ctg ata 576
Leu Ile
gga att 624
Gly Ile
gce att 672
Ala Ile
atg acc 720
Met Thr

240
atg ttg 768
Met Leu
255
aac ctc 816
Asn Leu
ggc tac 864
Gly Tyrx
gct acc 912
Ala Thr
cgt gag 960
Arg Glu

320
gga act 1008
Gly Thr
335
aac ccg 1056
Asn Pro
gtt acg 1104
Val Thr



WO (01/38533 PCT/USO00/32225

gtg att tct gaa aca gat tca gag agt cca ctt caa act gca gtg gag 1152
Val Ile Ser Glu Thr Asp Ser Glu Ser Pro Leu Gln Thr Ala Val Glu
370 375 380 )

ccg cag cgc agt atc gtg tat ctc gat gag cct gag aac gga tca agt 1200
Pro Gln Arg Ser Ile Val Tyr Leu Asp Glu Pro Glu Asn Gly Ser Ser

385 390 385 400
tgt cag acg ctt ctg ctt ta 1220
Cys Gln Thr Leu Leu Leu
405
<210> 10
<211> 406
<212> PRT

<213> Homo sapiens

<400> 10
Met Ser Asn Asp Leu Val Pro Ser Val Ser Ser Ile Leu Asn Glu Thr
1 5 10 15

Thr Pro Ser Tyr Gln Ser Thr Cys Lys Ile Lys Asn Asn Pro Met Glu
20 25 i

Met Glu Tyr Phe Arg Pro Phe Phe Ile Ser Met Tyr Cys Ala Val Phe
35 40 45

Leu Val Ala Ser Ser Gly Asn Phe Leu Val Val Tyr Val Val Met Thr
50 55 60

Asn Lys Arg Met Gln Thr Ile Thr Asn Ile Phe Ile Thr Asn Leu Ala
65 70 75 B8O

Val Ser Asp Ile Met Val Asn Phe Thr Ser Leu Trp Leu Thr Pro Thr
85 30 a5

Tyr Thr Ser Ile Gly His Trp Ile Phe Gly Gly Gly Leu Cys His Gly
100 105 110

" Leu Pro Leu Phe Gln Gly Thr Ser Ile Phe Ile Ser Thr Trp Thr Leu
115 120 125

Thr Ala Ile Ala Ile Asp Arg Tyr Ile Val Ile Val His Asn Ser Ser
130 135 140

Asn Ile Asn Ile Asn Asp Arg Met Ser Met Arg Ser Cys Leu Ser Phe
145 150 155 1580

Ile Val Leu Ile Trp Leu Cys Ser Leu Leu Leu Val Thr Pro Tyr Ala
165 170 175

Ile Asn Met Lys Leu Asn Tyr Ile His Glu Pro Cys Asp Phe Leu Ile
180 185 190

Cys Ser Glu Asp Trp Ser Asn Ala Glu Phe Arg Ser Ile Phe Gly Ile
195 200 205

Val val Met Ile Leu Gln Phe Ile Leu Pro Phe Val Leu Ile Ala Ile
210 215 220
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WO 01/38533 PCT/US00/32225

Ser Tyr Ile Lys Ile Trp Leu FPhe Leu Asn Ser Arg Gln Ser Met Thr
225 230 235 240

Glu Arg Lys Ser Asp Ile Lys Arg Lys Lys Arg Leu Leu Arg Met Leu
245 250 255

Ile Val Met Val Val Ile Phe Ala Ile Cys Trp Phe Pro Phe Asn Leu
260 265 270

Leu Asn Cys Leu Arg Asp Leu Lys Leu Asp Asn Phe Met Arg Gly Tyr
275 280 285

Phe Ser Phe Val Phe Leu Ser Val His Leu Met Ser Met Thr Ala Thr
290 295 300

Ala Trp Asn Pro Ile Leu Tyr Ala Phe Met Asn Glu Thr Phe Arg Glu
305 310 315 320

Glu Phe Ala Lys Val Val Pro Cys Leu Phe Ala Arg Arg Pro Gly Thr
3z2s 330 33s

Gly Pro Ile Arg Val Ile Thr Glu Arg Thr Ala Met Ile Thr Asn Pro
340 345 350

Phe Arg Arg Ala Asn Arg Lys Lys Lys Val Glu Glu Gln Pro Val Thr
355 360 365

Val Ile Ser Glu Thyxy Asp Ser Glu Ser Pro Leu Gln Thr Ala Val Glu
370 375 380

Pro Gln Arg Ser Ile Val Tyr Leu Asp Glu Pro Glu Asn Gly Ser Ser
385 330 395 400

Cys Gln Thr Leu Leu Leu
405

«<210> 11

«211> 1318

<212> DHNA

<213> Homo sapiens

<220>
<221> CDS
222> (1) ..{1143)

220>
<223> Clone identifier: CEGPCR1l2v

<400> 11
atg tcg aat gat ctc gtg cct tca gtg tct tct ata cta aat gaa aca 48
Met Ser Asn Asp Leu Val Pro Ser Val Ser Ser Ile Leu Asn Glu Thr

1 5 10 15

aca cct tca tat caa agt aca tgt aaa atc aaa aac aac cCc atg gaa 96
Thr Pro Ser Tyr Gln Ser Thr Cys Lys Ile Lys Asn Asn Pro Met Glu
20 25 30

atg gaa tat ttc cgec cca ttc ttt att tet atg tat tgt got gtt ttt 144

Met Glu Tyr Phe Arg Pro Phe Phe Ile Ser Met Tyr Cys Ala Val Phe
35 44 45

-17-
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ttyg
Leu

aac
Asn
65

gtt
Val

tac

Tyr

tta
Leu

acg
Thr

aat
Asn
145

att
Ile

atc
Ile

tgt
Cys

gtg
Val

agt
Ser
225

gag
Glu

att
Ile

tta
Leu

gtt
Val
50

‘aag
Lys

tct
Ser

acc
Thr

cce
Pro

gct
Ala
130

atc
Ile

gtc
Val

aac
Asn

agt
Ser

gtg
Val
210

tac

Tyxr

aga
Arg

gtc
Val

aac
Asn

gct
Ala

cga
Arg

gat
Asp

tca
Ser

ctg
Leu
118

ata
Ile

aat
Asn

ctce
Leu

atyg
Met

gag
Glu
185

atg
Met

ata
Ile

aaa
Lys

atg
Met

tgt
Cys
275

agt
Ser

atg
Met

ata
Ile

ata
Ile
100

ttc
Phe

gcc
Ala

ata
Ile

ate
Ile

aag
Lys
180

gac
Asp

atgc
Ile

aaa
Lys

tce
Sexr

gtg
Val
260

cte
Leu

tce
Ser

cag
Gln

atg
Met
8s

gga
Gly

caa
Gln

ata
Ile

aat
Asn

tgg
Trp
165

cte
Leu

tag
Trp

ctt
Leu

ata
Ile

gat
Asp
245

gte
val

cga
Arg

ggt
Gly

acg
Thr
70

gtt
Val

cat
His

ggt
Gly

gat
Asp

gat
Asp
150

cta

Leu

aac
Asn

agc
Ser

caa
Gln

tgg

230
atc

1le

atc
Ile

gat
Asp

azt
Asn
55

atc
Ile

aac
Asn

tgg
Trp

aCa
Thr

cga
Arg
135

aga
Arg

tgc
Cys

tac
Tyr

aat
Asn

ttc
Phe
215

ttg

Leu

aag
Lys

ttc
Phe

cte
Leu

ttt
FPhe

acc
Thr

ok ol o
FPhe

ata
Ile

agt
Ser
120

tac

Tyr

atg
Met

tca
Ser

att
Ile

gece
Ala
200

att
Ile

ttce
Phe

cge
Arg

gca
Ala

aag
Lys
280

ttg
Leu

aac
Asn

aca
Thr

ttc
Phe
105

atc
Ile

ata
Ile

tce
Ser

ttg
Leu

cat
His
185

gaa
Glu

ttg
Leu

cta
Leu

aaa
Lys

att
Ile
265

ttg
Leu

gtg
Val

att
Ile

tcg
Ser
90

gga
Gly

ttc
Phe

gtyg
Val

atg
Met

ctt
Leu
170

gaa
Glu

ttt
Phe

cca
Pro

aat
Asn

aag
Lys
250

tgc
Cys

gat
Asp

-18-

gtg
val

ttt
Phe
75

ttg
Leu

ggt
Gly

atc
Ile

ate
Ile

aga
Arg
155

ctg
Leu

cca
Pro

cga
Arg

Lttt
Phe

agc
Ser
235

cgt
Arg

tgg
Trp

aat
Asn

tac
Tyr
60

ate
Ile

tgg
Trp

gga
Gly

agt
Ser

gtg
vVal
140

tct
Ser

gtec
Val

tgt
Cys

tct
Ser

gta
Val
220

cgt
Arg

tta
Leu

tte
Phe

ttce
Phe

gtt
Val

aca
Thr

ctt
Leu

ttg
Leu

acg
Thr
125

cac
His

tge
Cys

act
Thr

gat
Asp

att
Ile
205

ctc
Leu

caa
Gln

cta
Leu

cca
Pro

atg
Met
285

atg
Val

aat
Asn

aca
Thr

tgt
Cys
110

tag
Trp

aac
Asn

ctt
Leu

ceg
Pro

ttt
Phe
190

[ 4
Fhe

att
Ile

agt
Ser

cga
Arg

ttc
Phe
270

cgt
Arg

27 S 2004

PCT/OS00/32225
atg acg 192
Met Thr
ctc gca 240
Leu Ala

80
cca aca 288
Pro Thr

985
cat ggt 336
His Gly
aca ctt iB4
Thr Leu
tca tca 432
Ser Ser
tcg tte 480
Ser Phe

160
tat gcco 528
Tyr Ala
175
ctg ata 576
Leu Ile
gga att 624
Gly 1le
gcc att 672
Ala Ile
atg acc 720
Met Thr

240
atg ttg 768
Met Leu
255
aac ctc B8le
Asn Leu
ggc tac B64
Gly Tyr



WO 01/38533

ttc agt ttt gtt ttc ctt tcc gtg cat ttg atg
Phe Sexr Phe Val Phe Leu Ser Val His Leu Met

2

20 285

gcc tgg aat cca ate cte tac gca ttc atg aat
Ala Trp Asn Pro Ile Leu Tyr Ala Phe Met Asn

305

310 315

gag ttc gca aaa gtt gtt ccc tge ttg Lttt geg
Glu Phe Ala Lys Val Val Pro Cys Leu Phe Ala

325 330

ggt cca att cgc gtc atc act gaa cgc acc gct
Gly Pro 1le Arg Val Ile Thr Glu Arg Thr Ala

340 345

ttt cga cgt gca aac cga aaa aaa aaa gtg gag
Phe Arg Arg Ala Asn Arg Lys Lys Lys Val Glu

355 360

gtg att tct gaa ctt tta cac ccg aca tcc aac

val I
3

ttcat

acaga

le Ser Glu Leu Leu His Pro Thr Ser Asn
70 375

tccct gcatgcacte gttgtcagtg aacttttcaa

ttcag agagtccact tcaaactgea gtggageege

gatgagcctg agaacggatc aagttgtcag acgcttcetge

<210>
<21l>
<2]12>
<213>

<400>

12

38l

PRT

Homo sapiens

12 .

Met Ser Asn Asp Leu Val Pro Ser Val Ser Ser

1

5 10

Thr Pro Sexr Tyr Gln Ser Thr Cys Lys Ile Lys

20 25

Met Glu Tyr Phe Arg Pro Phe Phe Ile Ser Met

35 40

Leu Val Ala Ser Ser Gly Asn Phe Leu Val Vval

50 55

Asn Lys Arg Met Gln Thr Ile Thr Asn Ile Phe

€5

70 75

Val Ser Asp Ile Met Val Asn Phe Thr Ser lLeu

85 90

Tyr Thr Ser Ile Gly His Trp Ile Phe Gly Gly

100 105

Leu Pro Leu Phe Gln Gly Thr Ser Ile Phe Ile

115 120

-19.-

agt
Ser
300

gag
Glu

cgt
Arg

atg
Met

gaa
Glu

gaa
Glu
380

caaaccagca atctttagaa

agcgecagtat cgtgtatcte

atg
Met

acc
Thr

cgt
Arg

ata
Ile

cag
Gln
365

gaa
Glu

tttaa

Ile

Asn

Tyr

Tyr

60

Ile

Trp

Gly

Ser

Leu

Asn

Cys

45

Val

Thr

Leu

Leu

Thr
125

77l 200

PCT/US00/32225
aca gctb acce 912
Thr Ala Thr
ttec cgt gag 960
Phe Arg Glu

320
cct gga act 1008
Prc Gly Thr
335

act aac ccg 1056
Thr Asn Pro
350
cct gtt acg 1104
Pro Val Thr
taggaagcca 1153

Asn
Pro

30
Ala
vVal
Asn
Thr
Cys
110

Trp

Glu

15

Met

Val

Met

Leu

Pro

S5

His

Thr

Thr

Glu

Phe

Thr

Ala

80

Thx

Gly

Leu

1213

1273

1318
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Thr Ala Ile Ala Ile BRsp Arg Tyr Ile Val Ile Val Mis Asn Ser Ser
130 135 1490

Asn Ile Asn Ile Asn Asp Arg Met Ser Met Arg Ser Cys Leu Ser Phe
145 150 155 160

Ile Val Leu Ile Trp Leu Cys Ser Leu Leu Leu Val Thr Pro Tyr Ala
165 170 175

Ile Asn Met Lys Leu Asn Tyr Ile His Glu Pro Cys Asp Phe Leu Jle
180 185 150

Cys Ser Glu Asp Trp Ser Asn Ala Glu Phe Arg Ser Ile Phe Gly Ile
195 200 r 205

Val Val Met Ile Leu Gln Phe Ile Leu Pro Phe Val Leu Ile Ala Ile
210 215 220

Ser Tyr Ile Lys Ile Trp Leu Phe Leu Asn Ser Arg Gln Ser Met Thr
225 230 235 240

Glu Arg Lys Ser Asp Ile Lys Arg lys Lys Arg Leu Leu Arg Met Leu
245 250 255

Ile Val Met Val Val Ile Phe Ala Ile Cys Trp Phe Proc Phe Asn Leu
260 265 270

Leu Asn Cys Leu Arg Asp Leu Lys Leu Asp Asn Fhe Met Arg Gly Tyr
275 280 285

Phe Ser Phe Val Phe Leu Ser Val His Leu Met Ser Met Thr ARla Thr
290 _ 295 300

Ala Trp Asn Pro Ile Leu Tyr Ala Phe Met Asn Glu Thr Phe Arg Glu
305 310 315 320

Glu Phe Ala Lys Val Val Pro Cys Leu Phe Ala Aryg Arg Pro Gly Thr
325 . 330 33s

Gly Pro Ile Arg Val Ile Thr Glu Arg Thr Ala Met Ile Thr Asn Pro
340 345 350

Phe Arg Arg Ala Asn Arg Lys Lys Lys Val Glu Glu Gln Pro Val Thr
355 360 365

Val Ile Ser Glu Leu Leu His Pro Thr Ser aAsn Glu Glu
370 375 380

<210> 13

«211> 1163

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
<222> (1}..{1161)

<220>
<223> Clone identifier: CEGPCR13

<400> 13

-20-
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atg atc aac gaa aca gaa gag aca tgt gat cga tat ata gac aayg cat 48
Met Ile Asn Glu Thr Glu Glu Thr Cys Asp Arg Tyr Ile Asp Lys His

cca gat atg aca aat gaa cca aca gtc ctt gtc aca tte tec ctg ctt 96
Pro Asp Met Thr Asn Glu Pro Thr Val Leu Val Thr Phe Ser Leu Leu
20 25 30

tat ctt cat att ttt ¢tt ctt gga atc cta gga aat tcg gct gtt cta 144
Tyr Leu His Ile Phe Leu Leu Gly Ile Leu Gly Asn Ser Ala Val Leu
35 40 45

tat ctt aca atg aaa cat cgt caa tta caa act gtt caa aat ata ttt 192
Tyr Leu Thr Met Lys His Arg Gln Leu Gln Thr Val Gln Asn Ile Phe
50 55 60

att ttg aac tta tgc gca tcg aat gtt tta atg tge ttg acg agt ctt 240
Ile Leu Asn Leu Cys Ala Ser Asm Val Leu Met Cys Leu Thr Ser Leu
65 70 75 BO

cca atc aca ttt atc aca aat gtc tac aaa caa tgg ttec ttc tca tcg 28&8
Pro Ile Thr Phe Ile Thr Asn Val Tyr Lys Gln Trp Phe Phe Ser Ser
85 S0 S5

cCt gtt tgt aaa ctt att cca ttg gtt cag gga gct tca atc tte gtc 336
Pro Val Cys Lys Leu Ile Pro Leu Val Gln Gly Ala Ser Ile Phe Val
100 105 110

tcc act ttc tce ctt tec goo att gea ctt gac cga tac aac ctc gtg 384
Ser Thr Phe Ser Leu Ser Ala Ile Ala Leu Asp Arg Tyr Asn Leu Val
115 120 125

gtt cgt cct cat aaa caa aaa Cctc agt tca cga agt gca atg atg att 432
Val Arg Pro His Lys Gln Lys Leu Ser Ser Arg Ser Ala Met Met Ile
130 135 140

gct ctt cte att tgg gtt att agt gta gtt gtt tgt atg cca tat gga 480
Ala Leu Leu Ile Trp Val Ile Sexr Val Val Val Cys Met Pro Tyr Gly
145 150 155 160

tgg tac atg gat gtg gag aag ctc aat gga tta tgt gga gag tac tgt 528
Trp Tyr Met Asp Val Glu Lys Leu Asn Gly Leu Cys Gly Glu Tyr Cys
165 170 175

tct gag cac tgg cca tta gca gaa gta cga aag gga tat act ttt ttg 576
Ser Glu His Trp Pro Leu Ala Glu Val Arg Lys Gly Tyr Thr Phe Leu
180 185 190

gtg tta atc act caa ttt ttg ttt cct ttt gct acg atg gct trt tgc 624
Val Leu Ile Thr Gln Phe Leu Phe Pro Phe Ala Thr Met Ala Phe Cys
195 200 205

tat tat aat att ttt tca aga ctc aga caa cga gtg gaa acg aaa ctg €72
Tyr Tyr Asn Ile Phe Ser Arg Leu Arg Gln Arg Val Glu Thr Lys Leu
210 215 220

aag aaa tta tca gaa aga tct caa ctt tig gag aat agt aca aca tgt 720

Lys Lys Leu Ser Glu Arg Ser Gln Leu Leu Glu Asn Ser Thr Thr Cys
225 230 235 240

-21-
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gga
Gly

ggt
Gly

aca
Thr

ctt
Leu

Lttt
Phe
305

gte
Val

cca
Pro

aaa
Lys

caa
Gln

tcc
Ser
3Bs

<210> 14

acce
Thr

ctg
Leu

act
Thr

cca
Pro
280

cat
His

tca
Ser

tte
Phe

act
Thr

act
Thr
370

tac

Tyr

act
Thr

gaa
Glu

act
Thr
275

cat
His

tct
Ser

atg
Met

ctg
Leu

ctc
Leu
355

tca
Ser

ctg
Leu

<211> 387
«212> PRT
<213> Homo sapiens

<400> 14

aac
Asn

aac
Asn
260

att
Ile

aat
Asn

gat
Asp

act
Thr
tat
Tyr
240
aga

Arg

ttc
Phe

tg

cac
His
245

aaa
Lys

tta
Leu

gte
Vval

gag
Glu

gct
Ala
325

gct
Ala

ggt
Gly

att
Ile

Met Ile Asn Glu Thr

1

5

Pro Asp Met Thr Asn

Tyr

Tyr

Ile
&5

Leu

Leu
50

Leu

20

His Ile Phe

35

Thr Met Lys

Asn Leu Cys

att
Ile

caa
Gln

tcg
Ser

gtc
Val

aca
Thr
310

cat

His

tgg
Trp

gga
Gly

cga
Arg

Glu

Glu

Leu

His

Ala
70

gtt
Val

aga
Arg

tgc
Cys

act
Thr
295

tcg
Ser

tta
Leu

ctt
Leu

agt
Ser

atg
Met
375

Glu

Fro

Leu

Arg

55

Ser

agc
Ser

tta
Leu

atg
Met
280
ttg
Leu

gca
Ala

ata
Ile

aac
Asn

aaa
Lys
360

ccg
Pro

Thr
Thr
Gly

40

Gln

Asn

att
Ile

gct
Ala
265
gtt
Val

atg
Met

acc
Thr

tcc
Ser

cca
Pro
345

tcec
Ser

aat
Asn

Cys
Val

25
Ile

Leu

Val

aac
Asn
250
gtt
Val

ctt
Leu

ata
Ile

agt
Ser

atg
Met
330

atg
Met

ccg
Pro

agt
Ser

Asp

10

Len

Leu

Gln

Leu

-22.-

gcg
Ala

crt
Leu

ctt
Leu

gaa
Glu

acc
Thr
315

tta

Leu

tce
Phe

aaa
Lys

ggt
Gly

Arg

Val

Gly

Thr

Met
75

gaa
Glu

gct
Ala

Lttt
Phe

tac
Tyr
300
gat
Asp

aca
Thr

aaa
Lys

cca
Pro

gcg
Ala
380

Tyr

Thr

Asn

val

60

Cys

gca
Ala

caa
Gln

gca
Rla
28BS
gat
Asp

cat
His

aat
Asn

gaa
Glu

gct
Ala
365

cca
Pro

Ile
Phe
Ser

45

Gln

Leu

gtt
Vval

caa
Gln
270

ttt
Phe

gga
Gly

aca
Thr

gta
Val

atg
Met
350
gac
Asp

agt
Ser

Asp
Ser

30
Ala

Asn

Thr

i 4 aul 1004

PCT/US00/32225

caa
Gln
255
aga
Arg

aca
Thr

cttc
Phe

tat
Tyrx

acc
Thr
335
ctt
Leu

atc
Ile

caa
Gln

Lys

15
Leu
Val

Iie

Ser

aat
Asn

agg
Arg

tgg
Trp

ttt
Phe

att
Ile
320

aac

Asn

att
Ile

aag
Lys

tect
Ser

His

Leu

Leu

Phe

Leu
80

768

816

B64

512

960

1008

1056

1104

1152

1163



270Ut 2004
WO 01/38533 PCT/US00/32225

Pro Ile Thr Phe Ile Thr Asn Val Tyr Lys Gln Trp Phe Phe Ser Ser
8% 90 95

Pro Val Cys Lys Leu Ile Pro Leu Val Gln Gly Ala Ser Ile Phe Val
100 105 110

Ser Thr Phe Ser Leu Ser Ala Ile Ala Leu Asp Arg Tyr Asn Leu Val
115 120 125

val Arg Pro His Lys Gln Lys Leu Ser Ser Arg Ser Ala Met Met Ile
130 135 140

RAla Leu Leu Ile Trp Val Ile Ser Val Val Val Cys Met Pro Tyr Gly
145 150 155 160

Trp Tyr Met Asp Val Glu Lys Leu Asn Gly Leu Cys Gly Glu Tyr Cys
165 170 175

Ser Glu His Trp Pro Leu Ala Glu Val Arg Lys Gly Tyr Thr Phe Leu
180 185 150

Val Leu Ile Thr Gln Phe Leu Phe Pro Phe Ala Thr Met Ala Phe Cys
155 200 205

Tyr Tyr Asn Ile Phe Ser Arg Leu Arg Gln Arg Val Glu Thr Lys Leu
210 215 220

Lys Lys Leu Ser Glu Arg Ser Gln Leu Leu Glu Asn Ser Thr Thr Cys
225 230 235 240

Gly Thr Thr Asn His Ile Val Ser Ile Asn Ala Glu Ala Val Gln Asn
245 250 255

Gly Leu Glu Asn Lys Gln Arg Leu Ala Val Leu Ala Glm Gln Arg Arg
260 265 270

Thr Thr Thr Ile Leu Ser Cys Met Val Leu Leu Phe Ala Phe Thr Trp
275 280 285

Leu Pro His Asn Val Val Thr Leu Met Ile Glu Tyr Asp Gly Phe Phe
250 295 300

Phe His Ser Asp Glu Thr Ser Ala Thr Ser Thr Asp His Thr Tyr Ile
305 310 _ 315 320

Val Ser Met Thr Ala His Leu Ile Ser Met Leu Thr Asn Val Thr Asn
iz5 330 335

Pro Phe Leu Tyr Ala Trp Leu Asn Pro Met Phe Lys Glu Met Leu Ile
340 345 350

Lys Thr Leu Arg Gly Gly Ser Lys Ser Pro Lys Pro Ala Asp Ile Lys
355 360 365

Gln Thr Ser Phe Ile Arg Met Pro Asn Ser Gly BRla Pro Ser Gln Ser
370 375 380

Ser Tyr Leu
385

<210> 15

-23.
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<211> 1352
<212> DNA
«213> Homo sapiens

<220>
<221> CDS
<222> {1}..(1350)

«220>
«223> Clone identifier: CEGPCR14

<400> 15
atg ggt gat gct gaa tct cat cat tgt ata gat gtg aac gec att ctt 48
Met Gly Asp Ala Glu Ser His His Cys Ile Asp Val Asn Ala Ile Leu

1l % 10 15

cag cag ttc aat gat tgg aca gtc ctc ttt gaa gtt cgg ctt gga tat 96
Gln Gln Phe Asn Asp Trp Thr Val Leu Phe Glu Val Arg Leu Gly Tyr
20 25 e

tca gta cta tac ttt ctc ata tta ata atc gga ttg gtt gga aat gg9g 144
Ser Val Leu Tyr Phe Leu Ile Leu Ile Ile Gly Leu Val Gly Asn Gly
a5 40 45

cta ttg atc act teca att tta atg cga aag aaa ctt tce gtg gca aac 152
Leu Leu Ile Thr Ser Ile Leu Met Arg Lys Lys Leu Ser Val Ala Asn
50 55 60

ata ttc ttg ata aac ctg gca gtt tct gat ttg ctt ctt tgc atc acg 240
Ile Phe Leu Ile Asn Leu Ala Val Ser Asp Leu Leu Leu Cys Ile Thr
€5 70 75 80

9cg gtg ccg atc act cca gta ttg gog ttt atg aag cga tgg ata ttt 288
Ala val Pro Ile Thr Pro Val Leu Ala Phe Met Lys Arg Trp Ile Phe
85 90 85

gga ata att atg tgt aaa ttg gtt cca act tgt cag gcg ttt tcg gtg 336
Gly Ile Ile Met Cys Lys Leu Val Pro Thr Cys Gln Ala Phe Ser Vval
100 105 110

ctc att tct tca tgg tct ttg tgt tac atc gca att gat aga tat cga 384
Leu Ile Ser Ser Trp Ser Leu Cys Tyr Ile Ala Ile Asp Arg Tyr Arg
115 120 125

agt att gtg acg cca ctc cgg gaa cca tgg tot gat agg cat gca agg 432
Ser Ile Val Thr Pro Leu Arg Glu Pro Trp Ser Asp Arg His Ala Arg
130 . 135 140

tgg ctt ctg atg ttc aca tgg gtg gtc gec ttc ctt get agt tat cct 480
Trp Leu Leu Met Phe Thr Trp Val Val Ala Phe Leu Ala Ser Tyr Pro
145 150 155 160

Cta tat tac tca cag aac ttg aaa aca atg gtt att gaa aat gtg aca 528
Leu Tyr Tyr Ser Gln Asn Leu Lys Thr Met Val Ile Glu Asn Val Thr
165 170 175

tta tgt gga gat ttt tgec ggc gag ttc aat tgg cag tcg gat gaa ata 576
Leu Cys Gly Asp Phe Cys Gly Glu Phe Asn Trp Gln Ser Asp Giu Ile
180 185 190

-24.
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tecc
Ser

cca
Pro

caa
Gin
225

cag
Gln

cta
Leu

aat
Asn

tac
Tyr

cac
His
305

tgg
Trp

ctc
Leu

aca
Thr

cat
His

tgc
Cys
3iss

ttc
Phe

aat
Asn

aag
Lys

gca
Ala
210

acc
Thr

gct
Ala

atg
Met

tto
Leu

aag
Lys
290

gtc
Val

atg
Met

acce
Thr

cct
Pro

cta
Leu
370

act

Thr

ctt
Leu

agt
Ser

ttg
Leu
185

att
Ile

gac
Asp

caa
Gln

gtt
val

tte
Phe
275

gtt
Val

atce
Ile

agc
Ser

aat
Asn

tct
Ser
355

ggt
Gly

tca
Ser

ctt
Leu

cat
His

aca
Thr

atc
Ile

tag
Trp

aca
Thr

att
Ile
260

aga
Arg

tta
Leu

gcyg
Ala

aag
Lys

gct
Ala
340

cca
Pro

gtc
Val

cgt
Arg

gtt
Val

cta
Leu
420

tat
Tyr

atg
Met

ctt
Leu

gca
Ala
245

gtt
val

gat
Asp

atg
Met

atg
Met

cgt
Arg
325

cgc
Arg

tca
Ser

aat
Asn

gaa
Glu

ccg
Pro
405

gca
Ala

act
Thr

tect
Ser

gtec
Val
230

gtt
Val

ttt
Phe

cte
Leu

atg
Met

act
Thr
310

cat
His

cgt
Arg

gtt
val

cat
His

cga
Arg
3so

ctt

Leu

atc
Ile

acg
Thr

ttt
Phe
215

gac
Asp

cga
Arg

atg
Met

gga
Gly

gac
Asp
2585

tcg
Ser

cga
Arg

cat
His

tca
Ser

ttc
Fhe
375

agt

Ser

atg
Met

aat
Asn

agt
Ser
200

tgt
Cys

gag
Glu

aag
Lys

gct
Ala

atg
Met
280

caa
Gln

atc
Ile

cga
Arg

aca
Thr

gtg
val
350

cge

Arg

ctt
Leu

cca
Pro

cga
Arg

tta
Leu

tat
Tyr

gga
Gly

cga
Arg

tge
Cys
265

cga
Arqg

atg
Met

gta
val

gce
Ala

aac
Asn
345

gtt
Val

cgt
Arg

ccg
Pro

tta
Leu

gac
Asp
425

ttg
Leu

tta
Leu

tce
Ser

cga
Arg
250

tgg
Trp

ttce
Phe

tat
Tyr

tgg
Trp

ctg
Leu
330

gtc
Val

tac
Tyr

ggc
Gly

cga
Arg

tgt
Cys
410

999
Gly

-25-

att
Ile

atg
Met

atg
Met
235

gtg
Val

ttc
Phe

gag
Glu

tte
Phe

aat
Asn
315

aaa
Lys

ggc
Gly

aga
Arg

aca
Thr

gaa
Glu
i85

caa
Gln

atc
Ile

att
Ile

att
Ile
220

ttg
Leu

atg
Met

ceg
Pro

ttc
Phe

aag
Lys
300

ccg
Pro

gac
Asp

gtt
Val

cga
Arg

ctt
Leu
380

ctt

Leu

tct
Ser

gtc
val

cag
Gln
205

cta
Leu

act
Thr

tac

Tyr

ttg
Leu

tgt
Cys
2B5

ttg
Leu

gtg
vVal

gac
hsp

ctyg
Leu

act
Thr
365

gcg
Ala

caa
Gln

gtg
val

att
Ile

ctg
Leu

caa
Gln

gce
Ala

gtg
Val

tce
Ser
270

caa
Gln

cte
Leu

ctc
Leu

atg
Met

tct
Ser
350

ctg
Leu

gac
Asp

tca
Ser

acg
Thr

cca
Pro
430

22 JUt 2004

PCT/US00/32225
att att 624
Ile Ile
aag gta 672
Lys val
gca caa 720
Ala Gln

240
ttg att 768
Leu Ile
255
gcc gtg g8le
Ala Val
act gtt 864
Thr Vval
aat gtg 912
Asn Val
tat ttc 960
Tyr Phe

320
acg tgg 1008
Thr Trp
335
cgc ttc 1056
Arg Phe
gag cga 1104
Glu Arg
ccg aca 1152
Pro Thr
aat tgt 1200
Asn Cys

400
agg aag 1248
Arg Lys
415
caa gcc 1296
Gln Ala



27 41200k
WO 01/38333 PCT/US00/32225

aat ggc tca agt cgt cgg ccg 4gc age gtg aat acc aat tca act cga 1344
Asn Gly Ser Ser Arg Arg Pro Ser Ser Val Asn Thr Asn Ser Thr Arg
435 440 445 :

gac tgg tg 1352
Asp Trp
450

<«210> 16

<211> 450

<212> PRT

<213> Homo sapiens

<400> 16
Met Gly Asp Ala Glu Ser His His Cys Ile Asp Val Asn Ala Ile Leu
1 ] 10 15

Gln Gln Phe Asn Asp Trp Thr Val Leu Phe Glu Val Arg Leu Gly Tyr
20 25 30

Ser Val Leu Tyr Phe Leu Ile Leu Ile Ile Gly Leu Val Gly Asn Gly
35 40 45

Leu Leu Ile Thr Ser Ile Leu Met Arg Lys Lys Leu Ser Val Ala Asn
50 55 : 60

Ile Phe Leu Ile Asn Leu Ala Val Ser Asp Leu Leu lLeu Cys Ile Thr
65 70 75 80

Ala Val Pro Ile Thr Pro Val Leu Ala Phe Met Lys Arg Trp Ile Fhe
85 20 95

Gly Ile Ile Met Cys Lys Leu Val Pro Thr Cys Gln Ala Phe Ser Val
100 105 110

Leu Ile Ser Ser Trp Ser Leu Cys Tyr Ile Rla Ile Asp Arg Tyr Arg
115 120 125

Ser Ile Val Thr Pro Leu Arg Glu Pro Trp Ser Asp Arg His Ala Arg
130 135 140

Trp Leu Leu Met Phe Thr Trp Val Val ala Phe Leu Ala Ser Tyr Pro
145 150 155 160

Leu Tyr Tyr Ser Gln Asn Leu Lys Thr Met Val Ile Glu Asn Val Thr
165 170 175

Leu Cys Gly Asp Phe Cys Gly Glu Phe Asn Trp Gln Ser Asp Glu Ile
180 185 190

Ser Lys Leu Thr Tyr Thr Thr Ser Leu Leu Ile Ile Gln Leu Ile Ile
135 200 205

Pro Ala Ile Ile Met Ser Phe Cys Tyr Leu Met Ile Leu Gln Lys val
210 215 220

Gln Thr Asp Trp Leu Val Asp Glu Gly Ser Met Leu Thr Ala Ala Gln
225 230 235 240

Gln Ala Gln Thr Ala Vval Arg Lys Arg Arg Val Met Tyr Val Leu Ile
245 250 255

- 26 -
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WO 01/38533 PCT/USO00/32225

Leu Met Val Ile val Phe Met Ala Cys Trp Phe Pro Leu Ser Ala Val
260 265 270

Asn Leu Phe Arg Asp Leu Gly Met Axrg Phe Glu Phe Cys Gln Thr Vval
275 280 285

Tyr Lys Val Leu Met Met Asp Gln Met Tyr Phe Lys Leu Leu Asn Val
290 2395 300

His Val Ile Ala Met Thr Ser Ile Val Trp Asn Pro Val Leu Tyr Phe
305 310 315 320

Trp Met Ser Lys Arg His Arg Arg Ala Leu Lys Asp Asp Met Thr Trp
325 330 335

Leu Thr Asn Ala Arg Arg His Thr Asn Val Gly Val Leu Ser Arg Phe
340 345 350

Thr Pro Ser Pro Ser Val Ser Val Val Tyr Arg Arg Thr Leu Glu Arg
355 360 365

His Leu Gly Val Asn His Phe Arg Arg Gly Thr Leu Ala Asp Pro Thxy
370 375 380

Cys Thr Ser Arg Glu Arg Ser Leu Pro Arg Glu Leu Gln Ser Asn Cys
385 350 395 400

Phe Leu Leu Val Pro Leu Met Pro Leu Cys Gln Ser Val Thr Arg Lys
405 410 415

Asn Ser His Leu Ala Ile Asn Arg Asp Gly Ile Vval Ile Pro Gln Ala
420 425 430

Asn Gly Ser Ser Arg Arg Pro Ser Ser Val Asn Thr Asn Ser Thr Arg
435 440 445

Asp Trp
450

210> 17

<211» 1652

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
<222> (1)..{1650}

<220>
<223> Clone identifier: CEGPCR1Ba

<400> 17
atg acc gac gag gag ttg ttec gag atc gct ctt ccec gge ttoc tta tat 48
Met Thr Asp Glu Glu Leu Phe Glu Ile Ala Leu Pro Gly Phe Leu Tyr

1 5 10 15

ctc act gtt ttt cta gtt gga act att gga aac tct atg gta ata ttt %6

Leu Thr val Phe Leu Val Gly Thr Ile Gly Asn Ser Met Val Ile Phe
20 25 30

-27-
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gtt gta aac cga ttc aaa cga atg cgc aac gta acg aac atc ttt ctc 144
Val Val Asn Arg Phe Lys Arg Met Arg Asn Val Thr Asn Ile Phe Leu
315 40 . 45 .

gcc tcg cbkc age acc goc gac ttg tge ctt atc tgg ttt tgt gtg cct 182
Ala Ser Leu Ser Thr Ala Asp Leu Cys Leu Ile Trp Phe Cys Val Pro
50 55 60

ata atg ttc atg aag tat atg tcg cat acg tgg tcg atg ggc agg ttt 240
Ile Met Phe Met Lys Tyr Met Ser His Thr Trp Ser Met Gly Arg Phe
65 ’ 70 75 80

gcg tge tat tet gtg cac tac att caa cag ttt aca tge tte tgo tcg 288
Ala Cys Tyr Ser Val His Tyr Ile Gln Gln Phe Thr Cys Phe Cys Ser
85 a0 95

gtg ctc acg atg act atg att agt ttt gag agg ttt ctt gca ata gca 336
Val Leu Thr Met Thr Met Ile Ser Phe Glu Arg Phe Leu Ala Ile Ala
100 105 110

tat cct atg c¢ga aat atc tgg ttt tea tce ata gga cga gct aaa aaa 384
Tyr Pro Met Arg Asn Ile Trp Phe Ser Ser Ile Gly Arg Ala Lys Lys
115 120 125 ’

gta atc cta ctc atc tgg atg tca tce geg gta ctg goc gtc cca ace 432
Val Ile Leu Leu Ile Trp Met Ser Ser Ala Val Leu Ala Val Pro Thr
130 135 140

gct gtt cgg atg gat tat gag acc aat ctt tca ttg tec ggg cag agg 480
Ala Val Arg Met Asp Tyr Glu Thr Asn Leu Ser Leu Ser Gly Gln Arg
145 150 155 160

atg cat tgg tgt cga aga cgg tit ccc gcg caa ttt tta gga tat cct 528
Val His Trp Cys Arg Arg Arg Phe Pro Ala Gln Phe Leu Gly Tyr Pro
165 170 175

agg aca tcg ttg aat aaa gca tat gcc atg tat cag ttg ttg cta ctt 576
Arg Thr Ser Leu Asn Lys Ala Tyr Ala Met Tyr Gln Leu Leu Leu Leu
180 ’ 185 180

atc ata ttc ccg gtg ctc aca atg tecc ata tgt tat gct cgt gta tct 624
Ile Ile Phe Pro Val Leu Thr Met Ser lle Cys Tyr Ala Arg Val Ser
1585 200 205

gca ata gtg tac aag tcg tcg aaa gat c¢gt gta ata ctt tec caa gct 672
Ala Ile Val Tyr Lys Ser Ser Lys Asp Arg Val Ile Leu Ser Gln Ala
210 218 220

atg gtc geca ttt teca aag goc goc act gac goc gtt acc ttc tecc ggo 720
Met Val Ala Phe Ser Lys Ala Ala Thr Asp Ala Val Thr Phe Ser Gly
22% 230 235 240

tac tet geca atc ccoc atg att aca act tcc cgyg aac ttg aaa acc gecc 768
Tyr Ser Ala Ile Pro Met Ile Thr Thr Ser Arg Asn Leu Lys Thr Ala
245 250 255

aac acg acc atc aag tcc tac agt aat cac aga aat aat cgc gtg gca B16

Asn Thr Thr Ile Lys Ser Tyr Ser Asn His Arg Asn Asn Arg Val Ala
260 265 270
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gag
Glu

atg
Met

tece
Sexr
305

atg
Met

cct
Pro

acc
Thr

cgc
Arg

aac
Asn
385

ggt
Gly

tca
Ser

cca
Pro

tcg
Ser

gat
Asp
465

cCccC

Pro

aga
Arg

gcg
Ala

tac

Tyr
290

ttc
Phe

€gg
Arg

atc
Ile

gce
Ala

tct
Ser
370

cag
Gln

cgc
Arg

ttg
Leu

atg
Met

cca
Pro
450

ctt

Leu

cgt
Arg

agt
Ser

aat
Asn
275

acg
Thr

999
Gly

atg
Met

ctg
Leu

tat

TYY
355

cgt
Arg

cac
His

tce
Ser

tgc
Cys

gcc
Ala
435

acc
Thr

tcg
Ser

agc
Ser

cct
Pro

aag
Lys

gtt
Val

tac
Tyr

gga
Gly

tat

Tyr
340

tcg

Ser

atg
Met

cga
Arg

atg
Met

agg
Arg
420

gga
Gly

gac
Asp

cag

Gln

cca
Pro

aca
Thr
500

aaa
Lys

tgc
Cys

att
Ile

ttt
Phe
325

gce
Ala

aga
Arg

gga
Gly

atc
Ile

atc
Ile
405

ccg
Pro

gac
Asp

gtg
Val

tcg
Ser

aca
Thr
485

ggc
Gly

cag
Gln

tgg
Trp

tgt
Cys
310

aat
Asn

ttce
Phe

atg
Met

tcg
Ser

tac

Tyr
390

act
Thr

acg
Thr

tct
Ser

tcc
Ser

aca
Thr
470

tcg

Ser

gca
Ala

ata
Ile

ctc
Leu
295

cga
Arg

gcg
Ala

att
Ile

aaa
Lys

tgc
Cys
375

999
Gly

ceg
Pro

teg
Ser

cecg
Pro

cat
His
455
aag

Lys

aca
Thr

teg
Ser

gtt
val
280

cca
Pro

aca
Thr

ctyg
Leu

tct
Ser

agt
Ser
360

tet
Ser

tcc
Ser

aac
Asn

caa
Gln

teg
Ser
440

gat
Asp

cet
Pro

tct
Ser

gac
Asp

caa
Gln

acg
Thr

tca
Ser

acc
Thr

cag
Gln
345

cgt
Arg

tcg
Ser

agc
Ser

atg
Met

atg
Met
425

act
Thr

tcc
Ser

teg
Ser

Caa
Gln

acc
Thr
505

atg
Met

atc
Ile

aat
Asn

tat

Tyr
330

aat
Asn

ctt
Leu

gcg
Ala

ttc
Phe

tca
Ser
410

tecg
Ser

ttc
Phe

gga
Gly

cga
Arg

atg
Met
490

tct
Ser

-29.

tta
Leu

gtc
val

acg
Thr
315

tgc
Cys

tte
Phe

cag
Gln

agc
Ser

aac
Asn
395

cge
Arg

tte
Phe

atg
Met

aga
Arg

cga
Arg
475

tct

Ser

tca
Ser

atc
Ile

gac
Asp
300

cag
Gln

caa
Gln

<gg
Arg

gg9c
Gly

atg
Met
380

aca
Thr

gac
Asp

tgc
Cys

aga
Arg

cca
Pro
460

tcc

Ser

ace
Thr

ttg
Leu

tcec
Ser
285

gag
Glu

aca
Thr

tca
Ser

tce
Ser

atg
val
365

atg
Met

ctc
Leu

gtc
Val

cga
Arg

cat
His
445
cgt
Arg

tcc
Ser

ata
Ile

tte
Phe

atc
Ile

ctt
Leu

ttg
Leu

tgc
Cys

acg
Thr
ise

gaa
Glu

tcg
Ser

aca
Thr

tca
Ser

ccg
Pro
430

cgt
Arg

agce
Ser

tct
Ser

gtc
vVal

cca
Pro
510

27 JUL 2004

PCT/US00/32225
gtc tgce 864
Val Cys
ctg acg 912
Leu Thr
aag cat 560
Lys His

320
att aat 1008
Ile Asn
335
ttc aag 1056
Phe Lys
gaa atg 1104
Glu Met
acc cgc 1152
Thr Arg
gtg ccc 1200
Val Pro

400
cag ttg 1248
Gln Leu
415
aag agt 1296
Lys Ser
cct aga 1344
Pro Arg
ccc acg 1392
Pro Thr
ata aga 14490
Ile Arg

480
cga tcg 1488
Arg Ser
495
tca aga 1536
Ser Arg



WO 01/38533

aca
Thx

cga
Arg

ccg
Pro
545

aga agt cca act
Axrg Ser Pro Thr
515

acc acg gac cga
Thr Thr Asp Arg
530

cca gca gtg gtt
Pro Ala Val val

<210> 18

<211> 550

<212> PRT

<213> Homo sapiens

<400> 18

Met

1

Leu

Val

Ala

Ile

65

Ala

Val

Tyxr

Val

Ala

145

Vval

Arg

Ile

Ala

Thr Asp Glu Glu
5

Thr Vval Phe Leu
2D

Val Asn Arg Phe
3s

Ser Leu Ser Thr
50

Met Fhe Met Lys
Cys Tyr Ser val
85

Leu Thr Met Thr
160

Pro Met Arg Asn
11s%

Ile Leu Leu Ile
130

Val Arg Met Asp
His Trp Cys Arg
165

Thr Ser Leu Asn
180

Ile Phe Pro val
195

Ile val Tyr Lys
210

cte
Leu

ctg
Leu

gtc
Vval
550

Leu

Val

Lys

Ala

Tyr

70
His
Met
Ile
Trp
Tyr
150
Arg
Lys

Leu

Ser

caa
Gln

agt
Ser
535

ta

Phe

Gly

Arg

Asp

55

Met

Tyr

Ile

Trp

Met

135

Glu

Arg

Ala

Thr

Ser
215

tca
Ser
520

gtc
Val

Glu

Thr

Leu

Ser

Ile

Ser

Phe

120

Ser

Thr

Phe

Tyr

Met

200

Lys

aac

aca

tct

ggt

caa

tce

Asn Thr Ser Gly Gln Ser

cgt
Arg

Tle

Ile

25

Arg

Cys

His

Gln

Phe

105

Ser

Ser

Asn

Pro

Ala

185

Ser

Asp

gac
Asp

Ala

10
Gly
Asn
Leu
Thr
Gln

90
Glu
Ser
Ala
Leu
Ala
170
Met

Ile

Arg

-30-

gct
Ala

Leu

Asn

Val

Ile

Trp

75
Phe
Arg
Ile
Val
Ser

155

Gln

Tyr

Cys

Val

gtc
Val
540

Pro

Ser

Thr

Trp

60
Ser
Thr
Phe
Gly
Leu
140
Leu
FPhe
Gln

Tyr

Ile
220

525

cga
Arg

Gly

Met

Asn

45

Phe

Met

Cys

Leu

Arg

125

Ala

Ser

Leu

Leu

Ala

205

Leu

cca
Pro

Phe
Val

30
Ile
Cys
Gly
Phe
Ala
110
Ala
Val
Gly
Gly
Leu
190

Arg

Ser

27 JUL 20604
PCT/US00/32225

atg
Met

aaa
Lys

Leu

15

Ile

Phe

Val

Arg

Cys

a5

Ile

Lys

Pro

Gln

Tyr

175

Leu

Val

Gln

gaa
Glu

aca
Thr

Tyr

Phe

Leu

Pro

Phe

BO

Ser

Ala

Lys

Thr

Arg

1680

Pro

Leu

Ser

Ala

1584

1632

1652



22 30 1y

WO 01/38533 PCT/US00/32225

Met val Ala Phe Ser Lys Ala Ala Thr Asp Ala Val Thr Phe Ser Gly
225 230 235 240

Tyr Ser Ala Ile Pro Met Ile Thr Thr Ser Arg Asn Leu Lys Thr Ala
245 250 255

Asn Thr Thr Ile Lys Ser Tyr Ser Asn His Arg Asn Asn Arg Val ala
260 265 270

Glu Ala Asn Lys Lys Gln Ile Val Gln Met Leu Ile Ser Ile Val Cys
275 280 285

Met Tyr Thr Val Cys Trp Leu Pro Thxr Ile Val Asp Glu Leu Leu Thr
290 295 300

Ser Phe Gly Tyr Ile Cys Arg Thr Ser Asn Thr Gln Thr Leu Lys His
305 310 315 320

Met Arg Met Gly Phe Asn Ala Leu Thr Tyr Cys Gln Ser Cys Ile Asn
325 330 335

Pro Ile Leu Tyr Ala Phe Ile Ser Gln Asn Phe Arg Ser Thr Phe Lys
340 345 50

Thr Ala Tyr Ser Arg Met Lys Ser Arg Leu Gln Gly Val Glu Glu Met
355 360 365

Arg Ser Arg Met Gly Ser Cys Ser Ser Ala Ser Met Met Ser Thr Arg
370 375 380

Asn Gln His Arg Ile Tyr Gly Ser Ser Phe Asn Thr Leu Thr Val Pro
385 390 395 400

Gly Arg Ser Met Ile Thr Pro Asn Met Ser Arg Asp Val Ser Gln Leu
405 410 415

Ser Leu Cys Arg Pro Thr Ser Gln Met Ser Phe Cys Arg Pro Lys Ser
420 425 430

Pro Met Ala Gly Asp Ser Pro Ser Thr Phe Met Arg His Arg Pro Arg
435 440 445

Ser Pro Thr Asp Val Ser His Asp Ser Gly Arg Pro Arg Ser Pro Thr
450 455 460

Asp Leu Ser Gln Ser Thr Lys Pro Ser Arg Arg Ser Ser Ser Ile Arg
465 470 475 480

Pro Arg Ser Pro Thr Ser Thr Ser Gln Met Ser Thr Ile Vval Arg Ser
485 490 495

Arg Ser Pro Thr Gly Ala Ser Asp Thr Ser Ser Leu Phe Pro Ser Arg
500 505 510

Thr Arg Ser Pro Thr Leu Gln Ser Asn Thr Ser Gly Gln Ser Met Glu
515 _ 520 525

Arg Thr Thr Asp Arg Leu Ser Val Arg Asp ala Val Arg Pro Lys Thr
530 535 540

Pro Pro Ala Val val val
S45 550
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WO 01/38533 PCT/US00/32225

<210> 19

<211> 0

<212> DNA

<213> synthetic

<400> 19
goo

<210> 20

<211> 0

<212> PRT

<213> synthetic

<400> 20
000

<210> 21

«211> 1130

<212> DNA

<213> Homo sapiens

<220>
<221> CDS

«222> (1}..{1128)
<220>

<223> Clone identifier: CEGPCR4

<400> 21
atg aat ggc tcc gat tgt ctg aat cte aac tca gaa tta tgg ttg tat 48
Met Asn Gly Ser Asp Cys Leu Asn Leu Asn Ser Glu Leu Trp Leu Tyr

1 S 10 15

Cga gaa gat titg tca tca agg tgg tac ata atg tta gtg ttt geca ttt 96
Arg Glu Asp Leu Ser Ser Arg Trp Tyr Ile Met Leu Val Phe Ala Phe
20 25 30

ctc tac ctg ata atc att gce geoc gga ata att gga aac tca tgt gtg 144
Leu Tyr Leu Ile Ile Ile Ala Ala Gly Ile Ile Gly Asn Ser Cys Val
35 40 45

att ttg gca atc aca agg aac aaa tca ctt caa act gtt ccg aat ctg 152
Ile Leu Ala Ile Thr Arg Asn Lys Ser Leu Gln Thr Val Pro Asn Leu
50 55 60

ttt att ctt tet tta tca tgt tect gat att gtg gta tgc tge aca tct 240
Phe Ile Leu Ser Leu Ser Cys Ser Asp Ile Val Vval Cys Cys Thr Ser
65 70 75 B8O

gca aca atc act ccg att act gca ttc aag aaa gaa tgg atc ttt gga 288
Ala Thr Ile Thr Pro Ile Thr Ala Phe Lys Lys Glu Trp Ile Phe Gly
85 90 95

gag gct tta tgc cga att gca cca ttc att gct ggt atc agec ctt tgt i3s6
Glu Ala Leu Cys Arg lle Ala Pro Phe Ile Ala Gly Ile Ser Leu Cys
100 105 110

Ltc tca act ttc aca ttg act geca atc tecc atc gac aga tac atc ctg 384
Phe Ser Thr Phe Thr Leu Thr Ala Ile Ser Ile Asp Arg Tyr Ile Leu
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att
Ile

gtg
Val
145

atg

Met

tgc
Cys

gca
Ala

ata
Ile

aaa
Lys
225

gat
Asp

ctt
Leu

acg
Thr

act
Thr

tca
Ser
305

cgt
Arg

aac
Asn

aca
Thr

cga
Arg
130

att
Ile

Ltce
Phe

acg
Thr

gct.
Ala

tce
Ser
210

999
Gly

caa
Gln

att
Ile

tte
Phe

cda
Gln
290

acg

Thr

gca
Ala

ctg
Leu

att
Ile

115

tre
Phe

gct
Ala

aag
Lys

gaa
Glu

ctg
Leu
195

tac
Tyr

gcg
Ala

caa
Gln

ggt
Gly

aac
Asn
275

gaa

Glu

gta
Val

gca
Ala

gaa
Glu

aca
Thr

ccg
Pro

att
Ile

caa
Gln

aac
Asn
180

atg
Met

act
Thr

aaa
Lys

aga
Arg

atg
Met
260

att
Ile

tat’

Tyr

tgg
Trp

tte
Phe

gga
Gly
340

aac
Asn

atg
Met

att
Ile

aag
Lys
165

tgg
Trp

ttt
Phe

gcg
Ala

aag
Lys

atc
Ile
245

gta
Val

ctyg
Leu

atc
Ile

aac
Asn

att
Ile
325

gac

Asp

aaa
Lys

agg
Arg

tgc
Cys

aaa
Lys
135

gct
Ala

150

ctg
Leu

gga
Gly

ctt
Leu

atc
Ile

caa
Gln
2320

gct
Ala

gtc
vVal

agg

ttt
Phe

ccg
Pre
310

gac

Asp

aac
Asn

ceg
Pro

gga
Gly

gcc
Ala

cag
Gln

tct
Serx
215

aaa
Lys

gtg
Val

gca
Ala

gac
Asp

gga
Gly
295

tta

Leu

ctg
Leu

agc
Ser

tca
Ser

120

cct
Pro

Lttt
Phe

gag
Glu

aat
Asn

cte
Leu
200

ttg
Leu

aca
Thr

aag
Lys

ttc
Phe

tat

Tyr
280

att
Ile

ctc
Leu

atg
Met

tct
Ser

aag
Lys

att
Ile

gct
Ala

ttt
Phe

gaa
Glu
185

gtc
val

aag
Lys

gac
Asp

aga
Arg

get
Ala
265

gaa

Glu

gct
Ala

tac

Tyr

cct
Pro

cca
Pro
345

caa
Gln

acg
Thr

gca
Ala

gag
Glu
170

age
Ser

att
Ile

atc
Ile

aat
Asn

aga
Arg
250

tgc
Cys

tat
Tyr

aca
Thr

gca
hla

cac
His
330
ttg

Leu

cat
His

-33 -

cat
His

acc
Thr
155

aat
Asn

cag
Gln

ccyg
Pro

gga
Gly

tgg
Trp
235

Caa
Gin

age
Ser

ttg
Leu

cat
His

gtg
Val
315

tgg
Trp

ctce
Leu

aca
Thr

tat
Tyr
140

atc
Ile

ttt
Phe

aga
Arg

ctt
Leu

caa
Gln
220

gaa
Glu

aga
Arg

tgg
Trp

cca
Pro

tgc
Cys
apo

cte

Leu

ctt
Leu

aac
Asn

tta
Leu

125

caa
Gln

aca
Thr

tgt
Cys

aaa
Lys

acc
Thr
2045

age
Ser

atg
Met

act
Thr

att
Ile

gag
Glu
285

att
Ile

aac
Asn

cgt
Arg

cat
His

ata
Ile

gcg
Ala

tcec
Ser

999
Gly

att
Ile
150

atc
Ile

atg
Met

gaa
Glu

aat
Asn

tgg
Trp
270

ctc
Leu

gca
Ala

ctc
Leu

cgt
Axg

ccg
Pro
350

cca
Pro

22 JUL 2004
PCT/US00/32225
gtt gga 432
Val Gly
cca ata 480
Pro Ile
160
cag tac 528
Gln Tyr
175
tat ggt 576
Tyr Gly
atc atc 624
Ile Ile
att ctc 672
Ile Leu
tta agt 720
Leu Ser
240
aga atg 768
Arg Met
255
tca gtg 816
Ser Val
atc aaa 864
Ile Lys
atg acc 912
Met Thr
caa ctg 960
Gln Leu
320
cat tta 1008
His Leu
335
acg atg 1056
Thr Met
gca atg 1104
Rla Met
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27 UL 2004
WO 01/38533 PCT/US00/32225

355 360 365

gac aac cat acg tgt caa caa gtt ta ) 1130
Asp Asn His Thr Cys Gln Gln Vval
370 375

<210> 22

<211> 376

«212> PRT

«213> Homo sapiens

<400> 22
Met Asn Gly Ser Asp Cys Leu Asn Leu Asn Ser Glu Leu Trp Leu Tyr
1 5 10 15
Arg Glu Asp Leu Ser Ser Arg Trp Tyr Ile Met Leu Val Phe Ala Phe
20 25 30
Leu Tyr Leu Ile Ile Ile Ala Ala Gly Ile Ile Gly Asn Ser Cys Val
35 40 45

Ile Leu Ala Ile Thr Arg Asn Lys Ser Leu Gln Thr Val Pro Asn Leu
50 55 &0

Phe Ile Leu Ser Leu Ser Cys Ser Asp Ile Val Val Cys Cys Thr Ser
65 70 75 BO

Ala Thr Ile Thr Pro iIle Thr Ala Phe Lys Lys Glu Trp Ile Phe Gly
85 20 55

Glu Ala Leu Cys Arg Ile Ala Pro Phe Ile Ala Gly Ile Ser Leu Cys
100 105 110

Phe Ser Thr Phe Thr Leu Thr Ala Ile Ser Ile Asp Arg Tyr Ile Leu
115 120 125

Ile Arg Phe Pro Met Arg Lys Pro Ile Thr His Tyr Glm Ala Val Gly
130 135 140

Val Ile Ala Ile Ile Cys Ala Phe Ala Ala Thr Ile Thr Ser Pro Ile
145 is50 155 160

Met Phe Lys Gln Lys Leu Gly Glu Phe Glu Asn Phe Cys Gly Gln Tyr
165 170 175

Cys Thr Glu Asn Trp Gly Ala Asn Glu Ser Gln Arxrg Lys Ile Tyr Gly
180 185 150

Ala Ala Leu Met Phe Leu Gln Leu Val Ile Pro Leu Thr Ile Ile Ile
185 200 208

Ile Ser Tyr Thr Ala Ile Ser Leu Lys Ile Gly Glm Ser Met Ile Leu
210 215 220

Lys Gly Ala Lys Lys Gln Lys Thr Asp Asn Trp Glu Met Glu Leu Ser
225 230 235 240

Asp Gln Gln Arg Ile Ala Val Lys Arg Arg Gln Arg Thr Asn Arg Met
245 250 255

-34 -
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WO 01/38533 PCT/US00/32225

Leu Tle Gly Met Val Vval Ala Phe Ala Cys Ser Trp Ile Trp Ser Val
260 265 270

Thr Phe Asn Ile Leu Arg Asp Tyr Glu Tyr Leu Pro Glu Leu Ile Lys
275 280 2B5

Thr Gln Glu Tyr Ile Phe Gly Ile Ala Thr His Cys Ile Ala Met Thr
290 255 300

Ser Thr Val Trp Asn Pro Leu Leu Tyr Ala Val Leu Asn Leu Gln Leu
305 ' 310 315 320

Arg Ala Ala Phe Ile Asp Leu Met Pro His Trp Leu Arg Arg His Leu
325 330 335

Asn Leu Glu Gly Asp Asn Ser Ser Pro Leu Leu Asn His Pro Thr Met
340 345 350

Thr Ile Thr Asn Lys Pro Ser Lys Gln His Thr Leu Ile Pro Ala Met
355 360 365

Asp Asn His Thr Cys Gln Gln val
370 375

<210> 23

<211> 1125

<212> DNA

<213> Homo sapiens

«220>

«<221> CDS

<222> (1)..{(1122)
«220>

<223> Clone identifier: CEGPCRG

<400> 23
atg att att ttt tat ctt tac gta gca act caa gta ttt gtg gca att 48
Met Ile Ile Phe Tyr Leu Tyr Val Ala Thr Gln Val Phe val Ala Ile

1 5 10 15

gca ttt gtc ctt ctg atg gca act gca ata att gga aac tect gtc gtg 96
Ala Phe Val Leu Leu Met Ala Thr Ala Ile Ile Gly Asn Ser Val Val
20 25 30

atg tgg ata att tat caa cac aaa gta atg cac tac ggc tte aac tat 144
Met Trp Ile Ile Tyr Gln His Lys Val Met His Tyr Gly Phe Asn Tyr
as 40 45

ttt ctt ttc aat atg gca ttc gcoct gat ctt ttg att gect cte ttc aat 192
Phe Leu Phe Asn Met Ala Phe Ala Asp Leu Leu Ile Ala Leu Phe Asn
50 55 60

gtt ggt act tca tgg acc tat aat tta tac tat gac tgg tgg tat ggt 240
Val Gly Thr Ser Trp Thr Tyr Asn Leu Tyr Tyr Asp Trp Trp Tyr Gly
65 70 75 BO

gat cta tgt aca ctt act tce tte ttc ggt att gca cca act acc gta 288
Asp Leu Cys Thr Leu Thr Ser Phe Phe Gly Ile Ala Pro Thr Thr Val

-35.
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tce
Ser

gtg
Val

gct
Ala

gca
Ala
145

tca
Ser

ttt
Phe

ttg
Leu

gaa
Glu

aag
Lys
225

tgg
Trp

gat
Asp

atg
Met

aga
Arg

gac
Asp
305

atg
Met

gtg
val

aat
Asn

att
Ile
130

att
Ile

act
Thr

gaa
Glu

gga
Gly

gec
Ala
210

gca
Ala

ctt
Leu

gca
Ala

tect
Ser

tte
Phe
290

tgc
Cys

aga
Arg

tgc
Cys

cct
Pro
115

ctc
Leu

gct
Ala

gtt
Val

aaa
Lys

tca
Ser
185

act
Thr

gta
val

cca
Pro

gct
Ala

agt
Ser
275

cgc
Arg

aaa

Lys

agt
Ser

tca
Ser
100

cta
Leu

atc
Ile

gca
Ala

tca
Ser

gtg
Val
180

acqg
Thr

gac
Asp

aaa
Lys

tac

Tyr

cgt
Arg
260

tgt
Cys

att
Ile

aag

Lys

atg
Met

85

atg
Met

caa
Gln

att
Ile

tct
Serxr

aaa
Lys
i65

ctc
Leu

tt¢
Phe

agt
Ser

atg
Met

cac
His
245

gga
Gly

gca
Ala

ggc
Gly

gaa

Glu

gct
Ala

atg
Met

daaa
Lys

tag
Trp

gte
Val
150

gct
Ala

ttt
Phe

aca
Thr

agt
Ser

ctc
Leu
230

att
Ile

aaa
Lys

tac
Tyr

ttc
Phe

caa
Gln
310

att
Ile

gct
Ala

cgt
Arg

gtt
val
135

aac
Asn

cac
His

999
Gly

cgg
Arg

ctg
Leu
215

ttc
Phe

tat
Tyr

tat
Tyr

aat
Asn

cgg
Arg
2585

tat
Tyr

tct
Ser

ctc
Leu

cca
Pro
120

gtt
val

tct
Ser

gtt
Val

att
Ile

att
Ile
200

aag
Lys

cta
Leu

cac
His

acyg
Ala

cca
Pro
280

tac
Tyr

gaa

Glu

ttg
Leu

agce
Ser
105

cta
Leu

tca
Ser

cte
Leu

tgt
Cys

caa
Gln
185

gce
Ala

aac
Asn

atg
Met

gca
Ala

tat

Tyr
265

att
Ile

gtc
Vval

tat
Tyr

caa
Gln

20

tgg
Trp

cct
Ser

acg
Thr

tac
Tyr

tca
Ser
170

tat
Tyr

gtt
Val

aat
Asn

gtc
Val

tte
Phe
2590

ttg

Leu

att
Ile

Lrtc

Phe

tca

Ser

aaa
Lys

-36 -

gat
Asp

cga
Arg

gtt
Val

aca
Thr
1585

gca
Ala

gct
Ala

aca
Ala

cac
His

gtt
val
235

gct
Rla

ttg
Leu

tat
Tyr

cga
Arg

caa
Gin
315

gga
Gly

aga

Arg

aaa
Lys

act
Thr
140

tat
Tyr

cca
Pro

cta
Leu

ttt
Phe

aca
Thr
220

gca
Ala

ctt
Leu

att
Ile

tgt
Cys

tgg
Trp
300

tta
Leu

aga
Arg

tgt
Cys

aga
Arg
125

gca
Ala

gac
Asp

gtt
Val

cct
Pro

cga
Arg
205

cgc
Arg

tte
Phe

gaa
Glu

tac
TYTX

ctt
Phe
285

att
Ile

tte
Phe

gtg
Val

caa
Gln
1l1¢

tcc
Ser

ctt
Leu

gtg
val

aat
Asn

ata
Ile
19¢

gca
Ala

gca
Ala

gtt
val

gaa
Glu

tgg
Trp
270

gcc

Ala

cca
Pro

ccg

Pro

aac
Asn

72 54 2004
PCT/US00/32225
95

gca gtc 336
Ala val
gtc att 384
val Ile
ccg ttt 432
Pro Phe
gtt aca 480
val Thr
160
act ttc 528
Thr Phe
175
atc att 576
Ile Ile
aca aat 624
Thr Asn
aag agc 672
Lys Ser
gte tgc 720
Val Cys

240
ttc tte 768
Phe Phe
2585
att gca 8ls
Ile ala
aac gaa B64
Asn Glu
gtg att 912
val Ile
gat aaa 960
Asp Lys

320
tct teco 1008
Ser Ser
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325

tgt ttg gat aaa aaa
Cys Leu Asp Lys Lys
3490

gtg atg cat tcc gag
Val Met His Ser Glu
355

ctg agt tgc cat gaa
Leu Ser Cys His Glu
370

<210> 24

«<211> 374

<212> PRT

<213> Homo sapiens

<400> 24
Met Ile Ile Phe Tyr
1 5

Ala Phe Val Leu Leu
20

Met Trp Ile Ile Tyr
35

Phe Leu Phe Asn Met
50

Val Gly Thr sSer Trp
&5

Asp Leu Cys Thr Leu
85

Ser Val Cys Ser Met
100

Val Asn Pro Leu Gln
115

Ala Ile Leu Ile Ile
130

Ala Ile Rla Ala Ser
145

Ser Thr Val Ser Lys
165

Phe Glu Lys Val Leu
180

Leu Gly Ser Thr Phe
195

Glu Ala Thr Asp Ser
210

gtc
val

aaa
Lys

€99
Arg

Leu

Met

Gln

Ala

Thr

70

Thr

Met

Lys

Trp

Val

150

Ala

Phe

Thr

Ser

aaa
Lys

aat
Asn

tga

Tyr

Ala

His

Phe
55

Tyr

Ser

Ala

Arg

Val

135

Asn

His

Gly

Arg

Leu
215

gag
Glu

acgqg
Thr
360

val

Thr

Lys

40

Ala

Asn

FPhe

Leu

Pro

120

Val

Ser

Val

Ile

Ile

200

Lys

aat
Asn
345

aag
Lys

Ala

Ala

25

Val

Asp

Leun

Phe

Ser

105

Leu

Ser

Leu

Cys

Gln

185

Ala

Asn

330

tct
Ser

aaa
Lys

Thr
10
Ile

Met

Leu

Tyr

Gly
50

Trp

Ser

Thr

Tyr

Ser
170

Tyx

Val

Asn

-37.-

tct
Ser

tat
Tyx

Gln

Ile

His

Leu

Tyr

75
Ile
Asp
Arg
Val
Thr
155
Ala
Ala

Ala

His

caa
Gln

tca
Ser

Val

Gly

Tyr

Ile

60

Asp

Ala

Arg

Lys

Thr

140

Tyr

Pro

Leu

Phe

Thr
220

gat
Asp

aaa
Lys
365

Phe

Asn

Gly

45

Ala

Trp

Pro

Cys

Arg

125

Ala

Asp

val

Pro

Arg

205

Arg

Lty
Leu
350

gta
Val

Val

Ser

30

Phe

Len

Trp

Thr

Gln

110

Ser

Leu

Val

Asn

Ile

150

Ala

Ala

77 0L I004
PCT/US00/32225

335
gtt
Val

cat
His

Ala

15

Val

Asn

Phe

TYr

Thr

85

Ala

Val

Pro

val

Thr

175

Ile

Thr

Lys

tgt
Cys

ctt
Leu

Ile

Val

Tyr

Asn

Gly

80

Val

Val

Ile

Phe

Thr

160

Phe

Ile

Asn

Ser

10586

1104

1125
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Lys Ala Val Lys Met Leu Phe Leu Met Val Val Ala Phe Val Val Cys
225 230 235 240

Trp Leu Pro Tyr His Ile Tyr His Ala Phe Ala Leu Glu Glu Phe Phe
245 250 255

Asp Ala Ala Arg Gly Lys Tyr Ala Tyr Leu Leu Ile Tyr Trp Ile Ala
260 265 270

Met Ser Ser Cys Ala Tyr Asn Pro Ile Ile Tyr Cys Phe Ala Asn Glu
275 280 285

Arg Phe Arg Ile Gly Phe Arg Tyr Val Phe Arg Trp Ile Pro Val Ile
290 295 300

Asp Cys Lys Lys Glu Gln Tyr Glu Tyr Ser Gln Leu Phe Pro Asp Lys
305 310 31s 320

Met Arg Ser Met Ala Ile Ser Leu Gln Lys Gly Arg Val Asn Ser Ser
325 330 335

Cys Leu Asp Lys Lys Val Lys Glu Asn Ser Ser Gln Asp Leu Val Cys
340 345 350

Val Met His Ser Glu Lys Asn Thr Lys Lys Tyr Ser Lys Val His Leu
355 360 365

Leu Ser Cys His Glu Arg
370

<210> 25

<211> 1374

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
«222> (1)..(1371)

<220>
<223> Clone identifier: CEGPCR7

<400> 25
atg gaa gtt gaa aat ttt acc gac tgt caa gta tat tgyg aaa gtg tat 48
Met Glu Val Glu Asn Phe Thr Asp Cys Gln Val Tyr Trp Lys Val Tyr

1 5 10 15

cca gat cct tct caa agt ata tat gcg ata gtg cca ttt ctg acc gtg 96
Pro Asp Pro Ser Gln Ser Ile Tyr Ala Ile Val Pro Phe Leu Thr val
20 25 30

tac ctt ttt ctc ttt ttt ctt gga ctec ttt gga aat gtg acc ttg att 144
Tyr Leu Phe Leu Phe Phe Leu Gly Leu Phe Gly Asn Val Thr Leu Ile
3s 490 45

tac gta act tgc agc cat aaa gct tta ctg agc gtt caa aac ata ttc 192
Tyr Val Thr Cys Ser His Lys Ala Leu Leu Ser Val Gln Asn Ile Phe
50 55 60

att ctg aac ctg gcg gog age gat tge atg atg tgc ata tta tcg ctt 240
Ile Leu Asn Leu Ala Ala Ser Asp Cys Met Met Cys Ile Leu Ser Leu
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65 70 75 80

cca atec act cca atc aca aat gtg tac aaa aac tgg tac ttt gga aat 288
Pro Ile Thr Pro Ile Thr Asn Val Tyr Lys Asn Trp Tyr Phe Gly Asn
85 90 95

cta ctec tgc cat ttg ata cca tgc att caa ggt atc agc att ttc gta 336
Leu Leu Cys His Leu Ile Pro Cys Ile Gln Gly Ile Ser Ile Fhe Val
100 105 110

tgc aca ttc agt ctc ggt gcg att gct ttg gat ¢gg tat atc ctt gta 384
Cys Thr Phe Ser Leu Gly Ala Ile ARla Leu Asp Arg Tyr Ile Leu val
115 120 125

gta aga cca cat tct aca cca cta tcg caa aga gga gca ttt ctt act 432
Val Arg Pro His Ser Thr Pro Leu Ser Gln Arg Gly Ala Phe Leu Thr
130 135 140

act gtt cta ttg tgg atc cte tet ttt gttt gta act cta cece tat gog 480
Thr Val Leu Leu Trp Ile Leu Ser Phe Val Val Thr Leu Pro Tyr Ala
145 150 155 160

ttc aat atg caa atg att gaa tac aca gaa gag aga ata tgc ggc tac 528
Phe Asn Met Gln Met Ile Glu Tyr Thr Glu Glu Arg lle Cys Gly Tyr
165 170 175

Lttt tgc act gaa aag tgg gaa tect goc aag tot aga aga goc tac aca 576
Phe Cys Thr Glu Lys Trp Glu Ser Ala Lys Ser Arg Arg Ala Tyr Thr
180 185 190

atg atc gtg atg ctc gec caa tte gtg gtc cca ttec get gtce atg geoc 624
Met Ile Val Met Leu Ala Gln Phe Val Val Pro Phe Ala Val Met Ala
185 200 205

ttc tgc tat gca aat att grt tcg gtg ctc agec aag cgt gct cag aca 672
Phe Cys Tyr Ala Asn Ile Val Ser Val Leu Ser Lys Arg Ala Gln Thr
210 215 220

aag ata cgc aaa atg gtg gag aga aca agc gcg thg gag agec tct tge 720
Lys Ile Arg Lys Met Val Glu Arg Thr Ser Ala Leu Glu Ser Ser Cys
225 ‘ 230 235 240

gca ttc ccg tcg cat ggt ctt gaa cag tat gaa aat gag ttg aac gaa 768
Ala Phe Pro Ser His Gly Leu Glu Gln Tyr Glu Asn Glu Leu Asn Glu
245 250 255

ttt cta gac aaa cag gaa aag gag aaa caa cga gtt gta ctt cag aac 816
Phe Leu Asp Lys Gln Glu Lys Glu Lys Gln Arg Val Vval Leu Gln Asn
260 265 270

aga aga aca acg tca atc cta gtt acc atg gtt gtc tgg ttt ggg ata 864
Arg Arg Thr Thr Ser Ile Leu Val Thr Met Val val Trp Phe Gly Ile
275 280 285

act tgg ctg cca cat aac gtc att tet ttg att att gaa tat gat gac 912
Thr Trp Leu Pro His Asn Val Ile Ser Leu Ile Ile Glu Tyr Asp Asp
230 295 300

aca caa teg ttt ttc cga ctt tat ggc aga gat gat tac gat atc agt 960
Thr Gln Ser Phe Phe Arg Leu Tyr Gly Arg Asp Asp Tyr Asp Ile Ser

-39
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22 JUL 100
WO 01/38533 PCT/US00/32225
308 310 315 320

tat tta ctg aac ctt ttc act cac agt att goc atg tcg aac aat gtt 1008
Tyr Leu Leu Asn Leu Phe Thr His Ser Ile Ala Met Ser Asn Asn Val
325 330 335

tta aac ccg gta ctc tat gcg tgg ctg aac cca agt ttc cgt caa ctg 1056
Leu Asn Pro Val Leu Tyr Ala Trp Leu Asn Pro Ser Phe Arg Gln Leu
340 345 350

gtc ata aag aca tat ttt gga gac cgg cgt aaa agt gac aga ata atc 1104
Val Ile Lys Thr Tyr Phe. Gly Asp Arg Arg Lys Ser Asp Arg Ile Ile
355 360 365

aat caa aca tca gtt fac aaa aca aag atc gtg cat gat acg aag cac 1is52
Asn Gln Thr Ser Val Tyr Lys Thr Lys Ile Val His Asp Thr Lys His
370 375 380

ttg aat gga aga gcc aaa att ggc ggt ggt ggt age cac gag gcg ttg 1200
Leu Asn Gly Arg Ala Lys Ile Gly Gly Gly Gly Ser His Glu Ala Leu
385 390 3585 _ 400

aag gag agg gag ctg aac tcg tgt tcg gaa aat tta agc tat cat gtg 1248
Lys Glu Arg Glu Leu Asn Ser Cys Ser Glu Asn Leu Ser Tyr His val
405 410 415

aac ggt cat acg agg act cct aca ccg gaa gtt cag ttg aat gaa gtt 1296
Asn Gly His Thr Arg Thr Pro Thr Pro Glu Val Gln Leu Asn Glu Val
420 425 430

tca agt cct gaa ata agt aaa ctt gtt gct gag ccg gaa gaa ttg ate 1344
Ser Sex Pro Glu Ile Ser Lys Leu Val Ala Glu Pro Glu Glu Leu Ile
435 440 445

gag ttc agc gtc aac gac acg cta gtc tga 1374
Glu Phe Ser Val Asn Asp Thr Leu Val
450 455 .

j 210> 26
«211> 457
<2125 PRT
«213> Homo sapiens

<400> 26
Met Glu Val Glu Asn Phe Thr Asp Cys Gln Val Tyr Trp Lys Val Tyr
1 5 10 15

Pro Asp Pro Ser Gln Ser Ile Tyr Ala Ile Val Pro Phe Leu Thr Val
20 25 30

Tyr Leu Phe Leu Phe Phe Leu Gly Leu Phe Gly Asn Val Thr Leu Ile
35 40 45

Tyr Val Thr Cys Ser His Lys Ala Leu Leu Ser Val Gln Asn Ile Phe
50 55 60

Ile Leu Asn Leu Ala Ala Ser Asp Cys Met Met Cys Ile Leu Ser Leu
65 70 75 80
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Pro Ile Thr Pro Ile Thr Asn Val Tyr Lys Asn Trp Tyr Phe Gly Asn
B85 90 95

Leu Leu Cys His Leu Ile Pro Cys Ile Gln Gly Ile Ser Ile Phe val
100 105 110

Cys Thr Phe Ser Leu Gly Ala Ile Ala Leu Asp Arg Tyr Ile Leu Val
115 120 125

Val Arg Pro His Ser Thr Pro Leu Ser Gln Arg Gly Ala Phe Leu Thr
130 135 140

Thr Val Leu Leu Txp Ile Leu Ser Phe Val Val Thr Leu Pro Tyr Ala
145 150 155 160

Phe Asn Met Gln Met Ile Glu Tyr Thr Glu Glu Arg Ile Cys Gly Tyr
165 170 175

Phe Cys Thr Glu Lys Trp Glu Ser Ala Lys Ser Arg Arg Ala Tyr Thr
180 185 180

Met Ile Val Met Leu Ala Gln Phe Val val Pro Phe Ala Val Met Ala
195 200 205

Phe Cys Tyr Ala Asn Ile Val Ser Val Leu Ser Lys Arg Ala Gln Thr
210 215 220

Lys Ile Arg Lys Met Val Glu Arg Thr Ser Ala Leu Glu Ser Ser Cys
225 230 : 235 240

Ala Phe Pro Ser His Gly Leu Glu Gln Tyr Glu Asn Glu Leu Asn Glu
245 250 255

Phe Leu Asp Lys Gln Glu Lys Glu Lys Gln Arg Val Val Leu Gln Asn
260 265 270

Arg Arg Thr Thr Ser Ile Leu Val Thr Met Val Val Trp Phe Gly Ile
275 ‘ 280 285

Thr Trp Leu Pro His Asn Val Ile Ser Leu Ile Ile Glu Tyr Asp Asp
250 255 300

Thr Gln Ser Phe Phe Arg Leu Tyr Gly Arg Asp Asp Tyr Asp Ile Ser
305 310 315 320

Tyr Leu Leu Asn Leu Phe Thr His Ser Ile Ala Met Ser Asn Asn Val
325 330 335

Leu Asn Pro Val Leu Tyr Ala Trp Leu Asn Pro Ser Phe Arg Gln Leu
’ 340 345 350

Val Ile Lys Thr Tyr Phe Gly Asp Arg Arg Lys Ser Asp Arg Ile Ile
3iss 360 365

Asn Gln Thr Ser Val Tyr Lys Thr Lys Ile Val His Asp Thr Lys His
370 375 380

Leu Asn Gly Arg Ala Lys Ile Gly Gly Gly Gly Ser His Glu Ala Leu
385 390 395 400

Lys Glu Arg Giu Leu Asn Ser Cys Ser Glu Asn Leu Ser Tyr His Val
405 410 415
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Asn Gly His Thr Arg Thr

Ser Ser Pro Glu Ile Ser

Glu Phe Ser Val Asn Asp

<210>
<21l>
<212>
<213>

450

«220>

<221>
<222>

<220>

<223>

<400> 27

atg
Met
1

gaa
Glu

aca
Thr

tte
Phe

gat
Asp
€5

att
Ile

tgg
Trp

tca
Ser

cta
Leu

tat
Tyr

aat
Asn

cca
Pro

gtt
Val

gtt
Val
S0

tat
Tyr

tgt
Cys

ggt
Gly

ttt
Phe

gct
Ala
130

aca
Thr

435

27
ll46
DNA
Homo sapiens

CDS
(1)..(1143)

Clone

acg
Thr

gtc
val

gca
Ala
35

gte
Val

cta
Leu

ctyg
Leu

caa
Gln

gca
Ala
115

att
Ile

aaa
Lys

420

identifier:

tca
Ser

cct
Pro
20

tat
Tyr

tta
Leu

att
Ile

cca
Pro

tet
Phe
100

tca
Ser

tgc
Cys

tat
Tyr

tct
Phe

cta
Leu

gga
Gly

gcg
Ala

ttg
Leu

act
Thr
85

tte
Phe

gtt
val

cat
His

gttt
val

gta
Val

ctt
Len

gct
Ala

gtt
Val

tct
Ser
70

acg
Thr

tgc
Cys

tac
Tyr

acg
Thr

ata
Ile

Pro Thr

Lys

Leu
440

Thr Leu

455

CEGPCRS

gag
Glu

aga
Arg

gta
Val

tag
Trp
55

ctt
Leu

ttg
Leun

cga
Arg

acc
Thr

ttg
Leu
135

ttt
Phe

cca
Pro

cat
His

ttc
Phe
40

gct
Ala

gca
Ala

att
Ile

ttg
Leu

ttg
Leu
120

ada
Lys

gct
Ala

Preo
425

val

val

tta
Leu

tca
Ser
25

ttc
Phe

cat
His

ctt
Leu

aat
Asn

tce
Ser
105

gtt
Val

tac

Tyr

gtt
val

77 5L 1004
PCT/US00/32225

Glu Val Gin Leu Asn Glu Val

430

Ala Glu Pro Glu Glu Leu Ile

tat
Tyx
10

tat
Tyr

.act

Thr

aag
Lys

gct
Ala

agc
Ser
S0

aca

Thr

gca
Ala

aac
Asn

tgg
Trp

- 42 .-

gca gat
Ala Asp

caa cta
Gln Leu

agt gta
Gly val

aat tta
Asn Leu
60

gat ctg
Asp Leu
75

att ttc
Ile Phe

tgg gct
Trp Ala

gtg acg
Val Thr

act agc
Thr Ser
140

cta gta
Leu val

445

gtt
val

act
Thr

ctt
Leu
45

aat
Asn

ttt
Phe

aca
Thr

aac
Asn

gct
Ala
125

tgg
Trp

gct
Ala

gaa
Glu

gtt
val
30

gga
Gly

ata
Ile

att
Ile

gaa
Glu

gca
Ala
110

gat
Asp

gat
Asp

gca
Ala

caa
Gln
15

ctt
Leu

aac
Asn

acc
Thr

tta
Leu

tgg
Trp
95

tct

Ser

cgt
Arg

cga
Arg

ata
Ile

ctt
Leu

tat
Tyr

acg
Thr

acg
Thr

tag
Trp
80

ctt

Leu

acg
Thr

tat
Tyr

gaa
Glu

ttec
Phe

48

96

144

192

240

288

336

384

432

480
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145

gga
Gly

agt
Ser

ttt
Fhe

att
Ile

agt
Ser
225

gtt
Val

tta
Leu

cga
Arg

caa
Gln

gca
Ala
305

cca
Pro

cac
His

gga
Gly

cta
Leu

ata
Ile

tat
Tyr

tta
Leu

teg
Ser
210

ctyg
Leu

gcc
Ala

cct
Pro

tcg
Ser

tgg
290
tac

Tyr

tgt
Cys

tct
Ser

act
Thr

gat
Asp
370

cct
Pro

ggt
Gly

ttt
FPhe
195

ogt
Gly

gca
Ala

aca
Thr

ctc
Leu

gat
Asp
275

atg
Met

agt
Ser

aag
Lys

cgt
Arg

gaa
Glu
E-1)

gga
Gly

<210> 28

aat
Asn

tac

Tyr
180

gtt
val

cta
Leu

gtt
val

atg
Met

tat

Tyr
260

ctt
Leu

tca.

Ser

cac
His

aca
Thr

ggc
Gly
340

cca
Pro

aaa
Lys

tgg
Trp
165

cga
Arg

aac
Asn

tac

Tyx

gat
Asp

atg
Met
245

tgc
Cys

ttt
Phe

tta
Leu

aag
Lys

aga
Arg
325

ttc
Phe

aca
Thy

cag
Gln

150

tat
Tyr

tta
Leu

tta
Leu

acqg
Thr

gca
Ala
230

tta
Leu

atc
Ile

caa
Gln

cta
Leu

tac

Tyr
310

tac

Tyr

aaa
Lys

aat
Asn

gtg
val

aac
Asn

tgt
Cys

ttg
Leu

aga
Arg
218

aga
Arg

aCa
Thr

ttc
Phe

att
Ile

tcg
Ser
285

aga
Arg

gaa
Glu

tca
Ser

tta
Leu

gaa
Glu
375

tat
Tyr

acg
Thx

ctg
Leun
200

ata
Ile

gcc
Ala

gta
vVal

aCa
Thr

act
Thr
280

agt
Sex

aga
Arg

aga
Arg

act
Thr

ggt
Gly
360

aga
Arg

gat
Asp

tca
Ser
185

gct
Ala

tte
Phe

cga
Arg

ata
Ile

tat
Tyr
265

tca
Ser

tect
Ser

gct
Ala

gtc
Val

gca
Ala
345

gga
Gly

tct
Ser

ttg
Leu
176

caa
Gln

ttce
Phe

atc
Ile

gaa
Glu

att
Ile
250

ttt
Phe

atg
Met

tta
Leu

ttc
Phe

cga
Arg
330

aca

Thr

gca
Ala

act
Thr

- 43 -

155

ata
Ile

acg
Thr

ata
Ile

act
Thr

gat
Asp
235

gta
val

ttc
Phe

ttg
Leu

aat
Asn

aaa
Lys
31s%

agc

Ser

att
Ile

tct
Ser

tct
Ser

gta
val

gat
Asp

gtt
Val

gta
Val
220

cga
Axrg

ttt
Phe

tte
Phe

att
ile

cca
Pro
300

agt
Ser

aca
Thr

tca
Ser

agt
Ser

gat
Asp
380

tgg
Trp

caa
Gln

cca
Pro
205

tca
Ser

gta
Val

gct
Ala

ttt
Phe

cgg
Arg
285

ata
Ile

ata
Ile

ata
Ile

atg
Met

tta
Leu
365

tgt
cys

caa
Gln

aaa
Lys
190

ttt
Phe

aca
Thr

aaa
1ys

tgt
Cys

gct
Ala
270

cca

Pro

att
Ile

tta
Leu

ctc
Leu

tct
Ser
350

ctt
Leu

taa

27 JUL 2004

PCT/USM/32225
160
gaa ggc 528
Glu Gly
175
tta tat 576
Leu Tyr
ggt ttg 624
Gly Leu
cat aya 672
His Arg
cta cga 720
Leu Arg
240
tgc tgg 768
Cys Trp
255
gat cag Blé
Asp Gln
ata ttc 864
Ile Phe
tat att 912
Tyr Ile
ctg atg 9c0
Leu Met
320
cgt cgt 1008
Arg Arg
335
aat ttt 1056
Asn Phe
att gaa 1104
Ile Glu
1146
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«<21l1> 381
<212> PRT
<213> Homo sapiens

<400> 28
Met Asn Thr Ser Phe Val Glu Pro Leu Tyr Ala Asp Val Glu Gln Leu
1 5 10 15

Glu Pro Val Pro Leu Leu Arg His Ser Tyr Gln Leu Thr Val Leu Tyr
20 25 30

Thr Val Ala Tyr Gly Ala Val Phe Phe Thr Gly Val Leu Gly Asn Thr
35 40 45

Phe Val Val Leu Ala Val Trp Ala His Lys Asn Leu Asn Ile Thr Thr
50 55 60

Asp Tyr Leu Ile Leu Ser Leu Ala Leu Ala Asp Leu Phe Ile Leu Trp
65 70 75 go

Ile Cys Leu Pro Thr Thr Leu Ile Asn Ser Ile Phe Thr Glu Trp Leu
85 20 85
Trp Gly Gln Phe Phe Cys Arg Leu Sexr Thr Trp Ala Asn Ala Ser Thr
100 105 110

Ser Phe Ala Ser Val Tyr Thr Leu Val Ala Val Thr Ala Asp Arg Tyr
115 120 125

Leu Ala Ile Cys His Thr Leu Lys Tyr Asn Thr Ser Trp Asp Arg Glu
130 135 140

Tyr Thr Lys Tyr Val Ile Phe Ala Val Trp Leu Val Ala Ala Ile Fhe
145 150 155 160

Gly Ile Pro Asn Trp Tyr Asn Tyr Asp Leu Ile Val Trp Gln Glu Gly
165 170 175

Ser Tyr Gly Tyx Arg Leu Cys Thr Ser Glu Thr Asp Gln Lys Leu Tyr
180 185 180

Phe Leu Phe Val Asn Leu Leu Leu Ala Phe Ile Val Pro Phe Gly Leu
185 200 205

Ile Ser Gly Leu Tyr Thr Arg Ile Phe Ile Thr Val Ser Thr His Arg
210 215 220

Ser Leu Ala Val Asp Ala Arg Ala Arg Glu Asp Arg Val Lys Leu Arg
225 230 235 240

Val Ala Thr Met Met Leu Thr Val Ile Ile vVal Phe Ala Cys Cys Trp
245 250 255

Leu Pro Leu Tyr Cys Ile Phe Thr Tyr Phe Phe Phe Phe Ala Asp Gln
260 265 270

Arg Ser Asp Leu Phe Gln Ile Thr Ser Met Leu Ile Arg Pro Ile Phe
275 280 28s

Gln Trp Met Ser Leu Leu Ser Ser Ser Leu Asn Pro Ile Ile Tyr Ile
290 295 300

-44 -
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Ala Tyr Ser His Lys Tyr Arg Arg Ala Phe Lys Ser Ile Leu Leu Met
305 310 315 320

Pro Cys Lys Thr Arg Tyr Glu Arg Val Arg Ser Thr Ile Leu Arg Arg
325 330 335

His Ser Arg Gly Phe Lys Ser Thr Ala Thr Ile Ser Met Ser Asn Phe
340 345 350

Gly Thr Glu Pro Thr Asn Leu Gly Gly Ala Ser Ser Leu Leu Ile Glu
355 360 365

Leu Asp Gly Lys Gln Val Glu Arg Ser Thr Ser Asp Cys
370 375 380

<210> 29

<211> 1473

<212> DNA

<213> Homo sapiens

<220>
«221> CDS
<222> (1) ..(1470)

<220>
«223> Clone identifier: CEGPCRY

<400> 29
atg gaa gtg aaa gat ata gat aac tac tgt gat cgt aga atc agt ccg 48
Met Glu Val Lys Asp Ile Asp Asn Tyr Cys Asp Arg Gly Ile Ser Pro

1 5 10 15

aat gca tcc aat tat ctc acg tac cca ttt gac ggg ctc tgt cta cag 96
Asn Ala Ser Asn Tyr Leu Thr Tyr Pro Phe Asp Gly Leu Cys Leu Gln
20 25 30

aaa ttt ttt tat caa ctc caa act tct ttg ¢ga agg tte act cct tac 144
Lys Phe Phe Tyr Gln Leu Gln Thr Ser Leu Arg Arg Phe Thr Pro Tyr
3s 40 45

gaa gaa atc att tac aca aca gtt tac atc att atc tect gta gca get 192
Glu Glu Ile Ile Tyr Thr Thr Val Tyr Ile Ile Ile Ser Val Ala Ala
50 55 60 '

gtt att gga aat gga ttg gtg ata atg gct gta gta cgg aaa aag aca 240
val Ile Gly Asn Gly Leu Vval Ile Met Ala Val Val Arg Lys Lys Thr
&5 70 75 BO

atg aga aca aac aga aat gtt ttg att tta aat ctc gcg ctt tca aac 288
Met Arg Thr Asn Arg Asn Val Leu Ile Leu Asn Leu Ala Leu Ser Asn
BS 90 85

ttg ata ctc gcoe atc acc aac ate cca ttt cta tgg ctt ccg tca att 336
Leu Ile Leu Ala Ile Thr Asn Ile Pro Phe Leu Trp Leu Pro Ser Ile
100 105 110
gat ttec gaa ttt ccg tac tct cga ttt tte tgc aaa ttt gec aat gtg 384
Asp Phe Glu Phe Pro Tyr Ser Arg Phe Phe Cys Lys Phe Ala Asn Val
115 120 125

ctt c¢g ggt agt aat atc tac tgc tca act tta acc atec tog gtg atg 432

-45 -
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Leu

gca
Ala
145

cgt
Arg

gtg
vVal

atg
Met

gaa
Glu

gga
Gly
225

ctt

Leu

ttc
Phe

agc
Ser

cat
His

cca
Pro
305

aat
Asn
agc
Ser
gac

Asp

att

Pro
130

att
Ile

aaa
Lys

tca
Ser

ctc
Leu

gtc
val
210

cga

Arg

caa
Gln

aac
Asn

aaa
Lys

aat
Asn
290

tca
Ser

cag
Gln

tat

TYY

ttc

Phe

gac

Gly

gat
Asp

caa
Gln

ttc
Phe

tac

Tyr
185

atc
Ile

tta
Leu

gtc
Val

gtg
val

act
Thr
275

tcg

Ser

atg
Met

aga
Arg

gcg
Ala

gag
Glu
iss

caa

Ser

aga
Arg

tgt
Cys

atc
Ile
180

gte
Val

cga
Arg

ccg
Pro

gct
Ala

aaa
Lys
260

cgt
Arg

ttyg
Leu

ccc
Pro

aca
Thr

gct
Ala
340

ttg
Leu

acc

Asn

tat
YT

tte
Phe
165

ctc
Leu

atg
Met

agc
Ser

gac
AsSp

ttc
Phe
245

ctc

Leu

gct
Ala

aaa
Lys

tca
Ser

aac
Asn
325

ctt
Leu

atc
1le

tge

Ile

tat

Tyr
150

cat
His

tcg
Ser

aga
Arg

tac

Tyr

atc
Ile
230

cta

Leu

acc
Thr

ccqg
Pro

aat
Asn

ate
Ile
310

aga
Arg
tgg
Trp
ate

Ile

aaa

Tyr
135

tcg
Ser

gct
Ala

tta
Leu

gaa
Glu

gga
Gly
215

acc

Thr

tac

Tyr

cgg
Arg

cca
Pro

aac
Asn
295

aga
Arg

act
Thr

tte
Phe
aat

Asn

atg

Cys

atg
Val

gtt
Val

cct
Pro

att
Ile
200

tgg
Trp

caa
Gln

atc
Ile

ttt
Phe

aaa
Lys
280

aac

Asn

agt
Ser

act
Thr

cca
Pro

caa
Gln
360

gta

Ser

aag
Lys

ttyg
Leu

ctg
Leu
185

cga
Arg

aga
Arg

agc
Ser

gtt
val

tta
Leu
265

cga

Arg

aac
Asn

tecg
Ser

tcg
Ser

tte
Phe
345

gac
Asp

tecc

Thr

aad
Lys

gtt
Val
170

ctc
Leu

gtt
Val

cag
Gln

atc
I1le

cca
Pro
250

aaa

Lys

ttt
Phe

cac
His

ata
Ile

tta
Leu
330

act
Thr

tac

Tyr

atg

- 46 -

Leu

ttg
Leu
158

tca
Ser

ttg
Leu

gtt
val

tgc
Cys

cag
Gln
235

ctc

Leu

aca
Thr

gac
Asp

acg
Thr

acg
Thry
i1is

ctg
Leu

ctc

Leu

gtg

Val

ctg

Thr
140

aaa

Lys

ttg
Leu

tac
Tyr

gat
Asp

cgt
Arg
220

ttg

Leu

ttt
Phe

aat
Asn

aga
Axrg

tct
Ser
300

gag
Glu

att
Ile

atc

Ile

aac

Asn

tcce

Ile

att
Ile

gct
Ala

tat
Tyr

caa
Gln
205

cta
Leu

ctc
Leu

gtt
val

gce
Ala

tcc
Ser
285

tct

Ser

aga
Arg

gca
Ala

act
Thr

ttg
Leu
365

att

Ser

gca
Ala

atc
Ile

gaa
Glu
120

agc
Ser

gtt
Val

atg
Met

ctt
Leu

aac
Asn
270

gat
Asp

cta
Leu

aac
Asn

atg
Met

tct
FPhe
350

gta
val

tgt

77 UL 2004

PCT/AIS00/32225

Val Met
tca aat 480
Ser Asn

i60
tgg att 528
Trp Ile
175
acc tca 576
Thr Ser
ggt cag 624
Gly Gln
tct gecc 672
Ser Ala
tct att 720
Ser Ile

240
tca atc 768
Ser Ile
255
aaa atg Bl6
Lys Met
agc cac 864
Ser His
cgt tcg 912
Arg Ser
aag acg 960
Lys Thr

320
gcc gga 1008
Ala Gly
335
ttg ata 1056
Leu Ile
gaa cga 1104
Glu Arg
gtg aac 1152
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Ile Asp Gln Thr Cys Lys Met Val Ser Met Leu Ser Ile Cys Val Asn
370 375 380

cca ttt ctc tac gga ttc cta aat acc aat ttt ¢ga cac gaa ttt tcc 1200
Pro Phe Leu Tyr Gly Phe Leu Asn Thr Asn Phe Arg His Glu Phe Ser
385 390 395 400

gac atc tac tac cga tac att cgc tgt gaa aca aag agt cag cca gcc 1248
Asp Ile Tyr Tyr Arg Tyr Ile Arg Cys Glu Thr Lys Ser Gln Pro Ala
405 410 415

ggc cga ttc cat cat gat gta tca tca atc gct cac cat aga caa gac 1296
Gly Arg Phe His His Asp Val Ser Ser Ile Ala His His Arg Gln Asp
420 425 430

tct gtt tac aat gat gag gca aca ctt ttg act aca ggg cgt cag agt 1344
Ser val Tyr Asn Asp Glu Ala Thr Leu Leu Thr Thr Gly Arg Gln Ser
435 440 445

aat ggt aaa gat ggg agc tcg tet nca ata gga ttc cge tct age gtc 1392
Asn Gly Lys Asp Gly Ser Ser Ser Pro Ile Gly Phe Arg Ser Ser Val
450 455 460

cgt gtt tgc tcg ggt caa aca aaa atg att gga gat cgc att gta ttg 1440
Arg Val Cys Ser Gly Gln Thr Lys Met Ile Gly Asp Arg Ile Val Leu

465 470 475 480
gac gat gat atc gag aaa gat agt ttt gtc taa 1473
Asp Asp Asp Ile Glu Lys Asp Ser Phe Val
485 490
«<210> 30
<211> 480
<212> PRT

<213> Homo sapiens

<400> 30
Met Glu Val Lys Asp Ile Asp Asn Tyr Cys Asp Arg Gly Ile Ser Pro
! 1 5 10 15

Asn Ala Ser Asn Tyr Leu Thr Tyr Prc Phe Asp Gly Leu Cys Leu Gln
20 25 ip

Lys Phe Phe Tyr Gln Leu Gln Thr Ser Leu Arg Arg Phe Thr Pro Tyr
35 40 45

Glu Glu Ile Ile Tyr Thr Thr Val Tyr Ile Ile Ile Ser Val Ala Ala
50 55 60

Val Ile Gly Asn Gly Leu Val Ile Met Ala Val Val Arg Lys Lys Thr
65 70 75 80

Met Arg Thr Asn Arg Asn Val Leu Ile Leu Asn Leu Ala Leu Ser Asn
85 20 85

Leu Ile Leu Ala Ile Thr Asn Ile Pro Phe Leu Trp Leu Pro Ser Ile
100 105 110

Asp Phe Glu Phe Pro Tyr Ser Arg Phe Phe Cys Lys Phe Ala Asn Val

.47 -
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115 120 125

Leu Pro Gly Ser Asn Ile Tyr Cys Ser Thr Leu Thr Ile Ser Val Met
130 135 140

Ala Ile Asp Arg Tyr Tyr Sexr Val Lys Lys Leu Lys Ile Ala Ser Asn
145 150 155 160

Arg Lys Gln Cys Phe His Ala Val Leu Val Ser Leu Ala Ile Trp Ile
165 170 175

Val Ser Phe Ile Leu Ser Leu Pro Leu Leu Leu Tyr Tyr Glu Thr Ser
180 185 120

Met Leuv Tyr Val Met Arg Glu Ile Arg Val Val Asp Gln Ser Gly Gln
195 200 205

Glu Val Ile Arg Ser Tyr Gly Trp Arg Gln Cys Arg Leu Val Ser Ala
210 215 220

Gly Arg Leu Pro Asp Ile Thr Gln Ser Ile Gln Leu Leu Met Ser Ile
225 230 235 : 240

Leu Gln Val ARla Phe Leu Tyr Ile Val Pro Leu Phe Val lLeu Ser Ile
245 250 255

Phe Asn Val Lys Leu Thr Arg Phe Leu Lys Thr Asn Ala Asn Lys Met
260 265 270

Ser Lys Thr Arg Ala Pro Pro Lys Arg Phe Asp Arg Ser Asp Ser His
275 2B0 285

His Asn Ser Leu Lys Asn Asn Asn Asn His Thr Ser Ser Leu Arg Ser
290 2585 300

Pro Ser Met Pro Ser Ile Arg Ser Ser Ile Thr Glu Arg Asn Lys Thr
305 310 315 320

Asn Gln Arg Thr Asn Arg Thr Thr Ser Leu Leu Ile Ala Met Ala Gly
325 330 335

Ser Tyr Ala Ala Leu Trp. Phe Pro Phe Thr Leu Ile Thr Phe Leu Ile
340 345 350

Asp Phe Glu Leu Ile Ile Asn Gln Asp Tyr Val Asm Leu Val Glu Arg
355 360 aes

Ile Asp Gln Thr Cys Lys Met Val Ser Met Leu Ser Ile Cys Val Asn
370 375 380

Pro Phe Leu Tyr Gly Phe Leu Asn Thr Asn Fhe Arg His Glu Phe Ser
385 380 355 400

Asp Ile Tyr Tyr Arg Tyr Ile Arg Cys Glu Thr Lys Ser Gln Pro Ala
405 410 415

Gly Aré Phe His His Asp Val Ser Ser Ile Ala His His Arg Gln Asp
420 425 430

Ser Val Tyr Asn Asp Glu Ala Thr Leu Leu Thr Thr Gly Arg Gln Ser
435 440 445
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Asn Gly Lys Asp Gly Ser Ser
450 455

Arg Val Cys Ser Gly Gln Thr
465 470

Asp Asp Asp Ile Glu Lys Asp
485

<210> 31

<211> 1130

<212> DNA

<213> Homo sapiens

<220>
«<223> CeGPCR11 (F35(G8.1)

<220>
<221» CDS
<222> (1)..({1128)

<400> 31

atg aat atc gac tcg aat tta

Met Asn Ile Asp Ser Asn Leu
1 5

att gac ata gga att cat atg
Ile Asp Ile Gly Ile His Met
20

ttg gtg gga gcc ctg agc tta
Leu Val Gly Ala Leu Ser Leu
35

gtg ata tgc agg aga gaa atg
Val Ile Cys Arg Arg Glu Met
50 55

agce gtc tcc geog got gac ttg
Ser Val Ser Ala Ala Asp Leu
65 70

acc cca tta gcc tat tat caa
Thr Pro Leu Ala Tyr Tyr Gln
85

tge tat atg gtt tcc atec ata
Cys Tyr Met Val Ser Ile Ile
100

ctg acc cta gca gca gtt gca
Leu Thr Leu Ala Ala Vval Rhla
115

cecg ttc cgt cag cca atg tet
Pro Phe Arg Gln Pro Met Ser
130 135

gga atc tgg atg gga ggg ttt
Gly Ile Trp Met Gly Gly Phe
145 150

Ser Pro Ile

Lys Met Ile

Ser Phe Val

aca
Thr

aaa
Lys

gtt
Val
40

caa
Gln

gta
Val

a9
Arg

caa
Gln

tta
Leu
120

aaa

Lys

gca
Ala

gat
Asp

acc
Thr
25

gga
Gly

aca
Thr

ata
Ile

gta
Val

ggc
Gly
105

gat
Asp

aag
Lys

gtt
val

450

Tttt
Phe
10

ttg
Leu

aat
Asn

gtc
val

aca
Thr

tgg
Trp
S0

tta

Leu

cgc
Arg

act
Thr

ttg
Leu

-49 -

27 Ul 200
PCT/US00/32225

Gly Phe Arg Ser Ser Val

460

Gly Asp Arg Ile Val Leu

475

caa
Gln

tta
Leu

ctt
Leu

acc
Thr

agt
Ser
75

cat
His

tcc
Ser

tac
Tyr

tgc
Cys

teg
Ser
155

tge
Cys

gca
Ala

gct
Ala

aac
Asn
&0

tte
Phe

ttc
Phe

ctc
Leu

tct
Ser

ttg
Leu
140

cca
Pro

gag
Glu

gtc
Val

gta
val
45

atc
Ile

tce
Ser

gga
Gly

atg
Met

cta
Leu
128

ctg

Leu

atg
Met

tac

Tyr

gg9g
Gly
30

ttg
Leu

Lttt
Phe

tta
Leu

aag
Lys

tgg
Trp
110

gtt
val

atc
Ile

att
Ile

ccg
Pro
15

tat
TyT

ctc
Leu

ata
Ile

tgg
Trp

tat

Tyr
85

grta
Val

gct
Ala

atc
Ile

€gg
Arg

480

gcg
Ala

ggt
Gly

att
Ile

agt
Serx

gcg
Ala
80

atg
Met

cca
Pro

tct
Ser

gct
Ala

atg
Met
1€0

48

96

144

132

240

288

33e

384

432

480
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gta
Val

tgg
Txp

cte
Leu

tgg
Trp

tta
Leu
225

caa
Gln

tce
Ser

gtg
Val

tte
Phe

gte
val
305

£ttt
Phe

att
Ile

cac
His

atc
Ile

gat
Asp

gac
Asp

gtg
Val

aga
Arg
210

cgt
Arg

cgt
Arg

agt
Ser

tac

Tyr

ttt
Phe
290

tac

Tyr

gga
Gly

gtc
Val

aga
Arg

gaa
Glu
70

ttt
Phe

cac
Eis

atc
Ile
185

atc
Ile

agt
Ser

ctt
Leu

ctc
Leu

cag
Glin
275

tgc
Cys

gcg
Ala

gaa
Glu

tce
Ser

caa
Gln
355

gtt
Val

«210> 32
<211l> 376
<212> PRT

gt
Val

gac
Asp
180

cge

Arg

gca
Ala

gcc
Ala

cag
Gln

cca
Fro
260

gtt
val

cat
His

tac

..'I‘yr

atg
Met

ggc
Gly
340

aac

Asn

ctc
Leu

gac
Asp
165

aaa
Lys

tcc
Ser

gtt
Val

agce
Ser

act
Thr
245

ctg
Leu

cga
Arg

tgg
Trp

tac

Tyr

cgt
Arg
325

aga

Arg

aca
Thr

aga
Arg

agc
Ser

caa
Gln

gca
Ala

att
Ile

aca
Thr
230

ctc
Leu

gac
Asp

cct
Pro

acc
Thr

aac
Asn
310

gga
Gly

tac
Tyr

cgt
Arg

acg
Thy

tat
Tyr

cac
His

att
Ile

ttg
Leu
215

gte
val

tta
Leu

ctt
Leu

gtc
val

gca
Ala
285

gaa
Glu

cag
Gln

tce
Ser

atc
Ile

gar
Asp
375

gga
Gly

tcac

Tyr

ceca
Pro
200

aac
Asn

acc
Thr

ttg
Leu

tca
Ser

ccc
Pro
280

atg
Met

aac
Asn

gga
Gly

tac
TYT

gaa
Glu
360

ctt
Leu

cca
Pro

cga
Arg
185

ctt
Leu

acg
Thr

caa
Gln

gca
Ala

aat
Asn
265

gac

Asp

gca
Ala

tte
Phe

gag
Glu

cga
Arg
345

ctg
Leu

ta

tgc
Cys
170

ctt
Leu

gtt
Val

cag
Gln

tcy
Ser

atg
Met
250

gtt
val

aac
Asn

gga
Gly

€gg
Arg

ttc
Phe
330

gca

Ala

gct
Ala

-50-

cat
His

tee
Phe

ctc
Leu

acg
Thr

act
Thr
235

gtg
val

ctt
Leu

gtt
val

aca
Thr

cgt
Arg
315

aag

Lys

gac
Asp

aac
Asn

tte
Phe

tac

Tyr

att
Ile

gag
Glu
220

gac
Asp

gtc
val

caa
Gln

cgc
Arg

ctt
Leu
300

cag

Gln

cgg
Arg

gac
Asp

aat
Asn

tgc
Cys

gga
Gly

tcc
Ser
205

aaa
Lys

atc
Ile

ata
Ile

gat
Asp

cat
His
285

ctc
Leu

att
Ile

999
Gly

gag
Glu

caa
Gln
365

cty
Leu

ctc
Leu
190

ctg
Leu

tte
Phe

cge
Arg

ttt
Phe

ttg
Leu
270

ttt
Phe

aac
Asn

caa
Gln

cta
Leu

gaa
Glu
iso

act
Thr

P%’E/ ﬁgtl)o;32225

gaa
Glu
175

tcg
Ser

tgc
Cys

caa
Gln

cgt
Arg

gcc
Ala
255

ate
Ile

atc
Ile

ccg
Pro

aca
Thr

tac
Tyr
335

aat

Asn

ggt
Gly

tcc
Ser

gtg
val

cac
His

aca
Thr

aaa
Lys
240

gtg
val

gta
Val

ttc
Phe

tta
Leu

tgc

cys
320

tct

Ser

cat
His

gat
Asp

528

576

624

672

720

768

0
|=d
n

g64

912

960

1008

1056

1104

1130
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<213> Homo sapiens

«400> 32
Met Asn lle Asp Ser Asn Leu Thr Asp Phe Gln Cys Glu Tyr Pro Ala
1 5 10 15

Ile Asp Ile Gly Ile His Met Lys Thr Leu Leu Ala Val Gly Tyr Gly
20 25 30

Leu Val Gly Ala Leu Ser Leu Val Gly Asn Leu Ala Val Leu Leu Ile
35 4¢ 45

Val Ile Cys Arg Arg Glu Met Gln Thr Val Thr Asn Ile Phe Ile Ser
50 55 60

Ser Val Ser Ala Ala Asp Leu Val Ile Thr Ser Phe Ser Leu Trp Ala
65 70 75 80

Thr Pro Leu Ala Tyr Tyr Gln Arg val Trp His Phe Gly Lys Tyr Met
85 80 95

Cys Tyr Met Val Ser Ile Ile Gln Gly Leu Ser Leu Met Trp Val Pro
100 105 110

Leu Thr Leu Ala Ala Val Ala Leu Asp Arg Tyr Ser Leu Val Ala Ser
115 120 125

Pro Phe Arg Gln Pro Met Ser Lys Lys Thr Cys Leu Leu Ile Ile Ala
130 135 140

Gly Ile Trp Met Gly Gly Phe Ala Val Leu Ser Pro Met Ile Arg Met
145 150 155 160

Val Asp Phe Val Asp Ser Tyr Gly Pro Cys His Phe Cys Leu Glu Ser
165 170 175%

Trp Asp His Asp Lys Gln His Tyr Arg Leu Phe Tyr Gly Leu Ser Val
180 185 190

Leu Val Ile Arg Ser Ala Ile Pro Leu Val Leu Ile Ser Leu Cys His
1856 200 205

Trp Arg Ile Ala Val Ile Leu Asn Thr Gln Thr Glu Lys Phe Gln Thr
210 215 220 :

Leu Arg Ser Ala Ser Thr Val Thr Gln Sexr Thr Asp Ile Arg Arg Lys
225 230 235 240

Gin Arg Leu Gln Thr Leu Leu Leu Ala Met Val Val Ile Phe Ala Val
245 250 255

Ser Ser Leu Pro Leu Asp Leu Ser Asn Val Leu Gln Asp Leu Ile Val
260 265 270

Val Tyr Gln Val Arg Pro Val Pro Asp Asn Val Arg His Phe Ile Phe
275 280 285

Phe Phe Cys His Trp Thr Ala Met Ala Gly Thr Leu Leu Asn Pro Leu
250 285 300

Val ‘Tyr Ala Tyr Tyr Asn Glu Asn Phe Arg Arg Gln Ile Gln Thr Cys
305 310 315 320

-5] -
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Phe Gly Glu Met Arg Gly Gln Gly Glu Phe Lys Arg Gly Leu Tyr Ser

325 330 335
Ile Val Ser Gly Arg Tyr Ser Tyr Arg Ala Asp Asp Glu Glu Asn His
340 345 350
His Arg Gln Asn Thr Arg Ile Glu Leu Ala Asn Asn Gln Thr Gly Asp
35S 360 365
Ile Glu Vval Leu Aryg Thr Asp Leu
370 375
«210> 33
«21l1l> 1176
<212> DNA

<213> Homo sapiens

<220>
<221> CDS
<222> (1)..(1173)

<220>
<223> Clone identifier: CEGPCR1S5

<400> 33
atg aca acg tqt ccc cta cca ccc agt tta gac gaa atg gat ctg cga 48
Met Thr Thr Cys Pro Leu Pro Pro Ser Leu Asp Glu Met Asp Leu Arg

1 5 10 15

tta gct gece gat aaa gtt cta aac ggt tca ctg atc aac tgt aca ttc 96
Leu Ala Ala Asp Lys Val Leu Asn Gly Ser Leu Ile Asn Cys Thr Phe
20 25 30

caa tcg ttt tac gat caa atg tat caa aca cac gga gta tac ttc ata 144
Gln Ser Phe Tyr Asp Gin Met Tyr Gln Thr His Gly Val Tyr Phe Ile
35 40 45

ttt gaa cca act ccg tte gtt cat cca att gtt tca cag att ttc tat 182
Phe Glu Pro Thr Pro Phe Val His Pro Ile Val Ser Gin Ile Phe Tyr
50 =14 60

gga atc ctg ttec aca cta aca ata ttt ctg gcg tta atg ggc aat ttt 240
Gly Ile Leu Phe Thr Leu Thr Ile Phe Leu Ala Leu Met Gly Asn Phe
65 70 75 B8O

aca gtg atg tgg ata atc ctg tac cac cgt caa atg cga agc gtc aca 288
Thr val Met Trp Ile Ile Leu Tyr His Arg Gln Met Arg Ser Val Thr
85 20 S5

aat tac tat ctg ttc aac ttg gca gtg gcg gat gcc tcg att tca gtg 336
Asn Tyr Tyr Leu Phe Asn Leu Ala Val Ala Asp ARla Ser Ile Ser Val
100 105 110

ttc aac acg gga ttc tca tgg tet tat aat tat tat tat gtt tgg aaa 384
Phe Asn Thr Gly Phe Ser Trp Ser Tyr Asn Tyr Tyr Tyr Val Trp Lys
115 120 125

tte gga age ttt tac tgt c¢ga ata aac aat ttg atg gga ata act ccg 432
Phe Gly Ser Phe Tyr Cys Arg Ile Asn Asn Leu Met Gly Ile Thr Pro
130 135 140

-52.
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att
Ile
145

tat
Tyr

grt
Val

cca
Pro

tac

Tyx

gga
Gly
225

gtt
Val

gtt
Val

gca
Ala

gtt
Val

ctec
Leu
305

tac

Tyrxr

aat
Asn

cat
His

tat
Tyr

tgt
Cys

gcc
Ala

acec
Thr

gca
Ala

aca
Thr
210

aat
Asn

caa
Gln

ggt
Gly

aaa
Lys

gtg
Val
290

aca
Thr

att
Ile

cct
Pro

cac
His

caa
Gln
370

gca
Ala

ata
Ile

atc
Ile

tct
Phe
195

tta
Leu

gaa
Glu

tac

Tyx

gtt
val

tca
Ser
275

ttc
Fhe

ttg
Leu

tat
TYyr

gte
Val

gca
Ala
355

aca
Thr

agt
Ser

atc
Ile

atc
Ile
180

ctt
Len

tac
Tyx

tca
Ser

att
Ile

gag
Glu
260

gtg
Val

att
Ile

cat
His

ate
Ile

atc
Ile
340

ttc
Phe

att
1le

gta
val

cat

‘His

165

ata
Ile

gcg
Ala

gag
Glu

cta
Leu

ctt
Leu
245

ctg
Leu

gec
Ala

ttc
Phe

tta
Leu

aac
Asn
325

tat
Tyr

cgt
Arg

ctt
Leu

tte
Phe
150

cca
Pro

atg
Met

tca
Ser

aat
Asn

ctt
Leu
230

cca

Pro

aga
Arg

gca
Ala

atg
Met

gtt
val
310

ate
Ile

tat
Tyr

tgg

Txp

tca
Ser

aca
Thr

ttg
Leu

att
Ile

aag
Lys

cca
Pro
215

gga
Gly

cta
Leu

aag
Lys

aag
Lys

att
1le
285

gag
Glu

tat
Tyr

ttt
Phe

ctt
Leu

cag
Gln
375

atg att gtc
Met Ile Val

aaa aag <gt
Lys Lys Arg
170

tgg ttc atg
Trp Phe Met
1B5

gtt gat gtc
val Asp Val
200

ctg tgc ctt
Leu Cys Leu

cag gta tac
Gln val Tyr

tge att tta
Cys Ile Leu
250

gat aaa acc
Asp Lys Thr
265

aag aag gcg
Lys Lys Ala
280

gtc tgg ttc
Val Trp Phe

cca att ggg
Pro Ile Gly

tgg ttg gga
Trp Leu Gly
330

atg aac aaa
Met Asn Lys
345

cca ttc gtt
Pro Phe Val
360

aca cgt cca
Thr Arg Pro

-53.

atg
Met
155

cca
Pro

gca
Ala

tat
Tyx

gca
Ala

aac
Asn
235

tca
Ser

gtc
val

tca
Ser

cca
Pro

aat
Asn
315%

atg
Met

cga
Arg

cgt
Arg

tct
Ser

agc
Ser

gga
Gly

[l o of
Phe

tac
Tyr

gac
Asp
220

aac
Asn

gct
Ala

ggt
Gly

atc
Ile

tac

Tyr
300

aaa
Lys

teyg
Ser

ttc
Phe

tce
Ser

ctg
Leun
380

atec
Ile

cga
Arg

ttg
Leu

ttce
Phe
205

aat
Asn

gga
Gly

act
Ala

gac
Asp

atg
Met
285

aat
Asn

atg
Met

tca
Ser

cgt
Brg

gat
Asp
365

atg
Met

gaa
Glu

cga
Arg

ttc
Phe
150

tac
Tyr

tat
Tyr

ctg
Leu

tat
Tyr

gtg
Val
270

ttg
Leu

gce
Ala

ttg
Leu

act
Thr

gtc
Val
350

aaa

Lys

cca
Pro

27 JUL 1004

PCT/US00/32225
aga tat 480
Arg Tyr

160
tca act 528
Ser Thr
175
gg9g gtt 576
Gly val
gat ggt 624
Asp Gly
ccc ggt 672
Pro Gly
ata act 720
Ile Thr

240
tat cga 768
Tyr Arg
255
aga cat 81eé
Arg His
gca gtg B64
Ala val
tac tat 912
Tyr Tyr
agt ctg 960
Ser leu

320
gtc ttc 1008
Val Phe
3358
gga ttc 1056
Gly Phe
gat gaa 1104
Asp Glu
ccc aca 1152
Pro Thr
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acg atg gcg cat acg gat
Thr Met Ala His Thr Asp

385

<210> 34

«211>
212>
<213>

<400> 34
Met Thr Thr Cys Pro

1

Leu

Gln

Phe

Gly

€5

Thr

Asn

Phe

Phe

Ile
145

Tyr

val

Pro

Tyr

Gly
225

Val

val

Ala

Ser

Glu

50

Ile

Val

Tvr

Asn

Gly

130

Cys

Ala

Thr

Ala

Thr

210

Asn

Gln

Gly

izl
PRT
Homo sapiens

Ala

Phe

35

Pro

Leu

Met

Tyr

Thr

115

Ser

Ala

Ile

Ile

Phe

195

Leu

Glu

Tyr

Val

Asp
20

Tyr

Thr

Phe

Trp

Leu

100

Gly

Phe

Ser

Ile

Ile

180

Leu

Tyr

Ser

Ile

Glu

5

Lys

Asp

Pro

Thr

Ile

85

Phe

Phe

Tyr

val

His

165

Ile

Ala

Glu

Leu

Leu
245

Leu

3s0

Leu

val

Gln

Phe

Leun

70

Ile

Asn

Ser

Cys

Phe

150

Pro

Met

Ser

Asn

Leu
230

Pro

Arg

tte
FPhe

Pro

Leu

Met

val

55

Thr

Leu

Leu

Trp

Arg

135

Thr

Leu

Ile

Lys

Pro

215

Gly

Leu

Lys

tga

Pro

Asn

Tyr

40

His

Ile

Tyr

Ala

Ser

120

Ile

Met-

Lys

Trp

val

200

Leu

Gln

Cys

Asp

Ser Leu
10

3ly Ser
25

Gln Thr

Pro Ile

Phe Leu

His Arg
20

Val Ala
105

Tyxr Asn

Asn Asn

Ile Val

Lys Arg
170

Phe Met
185

Asp Val

Cys Leu

Val Tyr

Ile Leu
250

Lys Thr

-54-

Asp Glu

Leu Ile

His Gly

Val Ser
&0

Ala Leu
75

Gln Met

Asp Ala

Tyr Tyr

Leu Met
140

Met Ser
155

Pro Gly
Ala Phe
Tyr Tyr
Ala Asp

220
Asn Asn
235

Ser Ala

val Gly

Met

Asn

Val
45
Gln

Met

Ser
Tyr
125
Gly
Ile
Arg
Leu
Phe
205

Asn

Gly

Ala

Asp

Asp

Cys
30

Tyr

Ile

Gly

Ser

Ile

110

val

Ile

Glu

Arg

Phe
190
Tyr
Tyr

Leu

Tyr

Val

22301 200
PCT/US00/32225

Leu
15

Thr

FPhe

Phe

Asn

Val

95

Ser

Trp

Thr

Arg

Ser

175

Gly

Asp

Pro

Ile

TYY
255

Arg

Arg

Phe

Ile

Tyr

Fhe

80

Thr

val

Lys

Pro

Tyr

160

Thr

Val

Gly

Gly

Thr
240

Arg

His

1176



72 5L 2004

WO 01/38533 PCT/US00/32225

260 265 270

Ala Lys Ser Val Ala Ala Lys Lys Lys Ala Ser Ile Met Leu Ala Val
275 280 285

Val Val Phe Ile Phe Met Ile val Trp Phe Pro Tyr Asn Ala Tyr Tyr
290 295 300

Leu Thr Leu His Leu Val Glu Pro Ile Gly Asn Lys Met Leu Ser Leu
05 310 31% 320

Tyr Ile Tyr Ile Asn Ile Tyr Trp Leu Gly Met Ser Ser Thr Val Phe
325 330 335

Asn Pro Val Ile Tyr Tyr Phe Met Asn Lys Arg Phe Arg Val Gly Phe
340 345 as50

His His Ala Phe Arg Trp Leu Pro Phe Val Arg Ser Asp Lys Asp Glu
355 360 365

Tyr Gln Thr Ile Leu Ser Gln Thr Arg Pro Ser Leu Met Pro Pro Thr
370 375 380

Thr Met Ala Eis Thr Asp Phe
385 390

<210> 35

«211> 1098

«<212> DHNA

<213> Homo sapiens

<220>
<221> CDS
<222> (1)..(1085)

«220>
<223> Clone identifier: CEGPCR16

<400> 35
atg agt tct tcg aat cac tgc atc gac atc cgt gca tac ttg tgg cag 48
Met Ser Ser Ser Asn His Cys Ile Asp Ile Arg Ala Tyr Leu Trp Gln

! 1 ‘ s 10 15

aca aag cat gac ctg acg ctc cac ccg att ccc atc gcg att ctt gca 96
Thr Lys His Asp Leu Thr Leu His Pro Ile Pro Ile Ala Ile Leu Ala
20 25 30

acc atc tac act ata att gtc gta gtt géc gta acc ggc aat ttg tta 144
Thr Ile Tyr Thr Ile Ile Val Val Val Gly Val Thr Gly Asn Leu Leu
' 38 40 45

gta gtg atg tcg gtg atg agg ttc aaa gtt ctt caa tca gtc agg aac 132
Val Val Met Ser Val Met Arg Phe Lys Val Leu Gln Ser Val Arg Asn
50 55 . 60

atg ttc atc gta tet ttg tca gtt tet gac att ttt gtg geg att gtt 240
Met Fhe Ile Val Sex Leu Ser Val Ser Asp Ile Phe Val Ala Ile Val
65 70 75 80

agt ggt tca gta acg ccg ata acc gca ttc tct aaa gtt tgg tta ttt 288
Ser Gly Ser Val Thr Pro Ile Thr Ala Phe Ser Lys Val Trp Leu Phe
85 20 95
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agt
Gly

agt
Ser

ctcC
Leu

aaa
Lys
145

tta
Leu

tat
Tyr

gga
Gly

aca
Thr

gtg
vVal
225

acg
Thr

aca
Thr

gat
Asp

9g9a
Gly

tte
Phe
305

ctt
Leu

gga
Gly

ttt
Phe

atc
Ile
130

atg
Met

ttc
Phe

tgc
Cys

aca
Thr

ttt
Phe
210

aga
Arg

caa
Gln

ttc
Phe

tac
Tyr

att
Ile
250

ctt
Leu

ctt
Leu

cca
Pro

tcc
Ser
115

tagt
Cys

ata
Ile

atg
Met

tca
Ser

gtg
Val
185

tgc
Cys

gga
Gly

cgt
Arg

gct
Ala

tca
Ser
275

att
Ile

tac
Tyr

gac
Asp

ttg
Leu

100

acg
Thr

cat
His

agt
Ser

aaa
Lys

gaa
Glu
180

gtg
Val

tat
Tyr

agc
Ser

cga
Arg

ctc
Leu
260

gcg
Ala

ttc
Phe

ggt
Gly

acyg
Thr

tgt
Cys

tta
Leu

cey
Pro

tte
Phe

cag
Gln
165

aac
Asn

ttc
Phe

gca
Ala

caa
Gln

ctt
Leu
245

tca
Ser

ctt
Leu

cat
His

tac

Tyr

gtg
val
325

cat
His

acg
Thr

acg
Thr

aac
Asn
150

gaa
Glu

tag
Trp

att
Ile

tct
Ser

aaa
Lys
230

cgc
Arg

tgg
Trp

ccc
Pro

tgc
Cys

tgt
Cys
310

aag
Lys

tta
Leu

ctc
Leu

aaa
Lys
135

agc
Ser

ctt
Leu

gga
Gly

att
Ile

att
Ile
215

gag
Glu

aca
Thr

ctg
Leun

ggc
Gly

att
Ile
285

aat
Asn

gca
Ala

cta
Leu

acc
Thr
120

gaa
Glu

gcce
Ala

atg
Met

cca
Pro

caa
Gln
200

tct
Ser

ctg
Leu

aat
Asn

cca
Pro

att
Ile
280

tca
Ser

gaa
Glu

gct
Ala

cct
Pro
105

gca
Ala

ccyg
Pro

atc
Ile

caa
Gln

gat
Asp
185

ttc
Phe

atc
Ile

atg
Met

cg9
Arg

tect
Ser
265

att
Ile

atg
Met

cac

His

tgt
Cys

ttg
Leu

att
Ile

ata
Ile

tca
Ser

ttc
Phe
170

gct
Ala

gty
Val

aaa
Lys

tct
Ser

atg
Met
250

gtt
val

gat
Asp

aca
Thr

ttt
Phe

gga
Gly
330

- 56 -

cta
Leu

gca
Ala

cgce
Arg

gtt
Val
15¢%

cga
Arg

tat
YT

ttt
Phe

cta
Leu

gag
Glu
235

ctt
Leu

ggc
Gly

tca
Ser

teg
Ser

cgt
Arg
315

atg
Met

cag
Gln

att
Ile

aaa
Lys
140

993
Gly

aac
Asn

ttg
Leu

cca
Pro

cga
Arg
220

gca
Ala

att
Ile

ttc
Phe

caa
Gln

gtg
Val
300

gct
Ala

aga
Arg

ggt
Gly

gac
Asp
125

gat
Asp

ctt
Leu

tat
Tyr

aga
Arg

ttg
Leu
205

cgt
Arg

cgt
Arg

atc
Ile

aac
Asn

gat
Asp
285

att
Ile

gca
Ala

cga
Arg

acc
Thr
110

aga
Arg

caa
Gln

tcg
Ser

tgc
Cys

age
Ser
120

atc
Ile

agt
Gly

cgt
Arg

atg
Met

ttt
Phe
270

tac

Tyr

gtg
val

ttt
Phe

atg
val

LiauLiwL

PCT/US00/32225
gcg ttg 336
Ala Leu
tat att 384
Tyr Ile
gca ttg 432
Ala Leu
gta cca 480
Val Pro

160
gga gaa 528
Gly Glu
175
gtt tat 576
Val Tyr
acc atc 624
Thr Ile
gtc ttt 672
Val Phe
caa ttg 720
Glin Leun

240
aca gtc 768
Thr val
255
ctc c¢gg 816
Leu Arg
cta ttc 864
Leu Phe
aat ccc 912
Asn Pro
gcg gct 960
ARla ala

320
agt ccg 1008
Ser Pro
335
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ggc
Gly

aca
Thr

«210> 36

aat
Asn

aga
Arg

cca
Pro

cga
Arg
i5s

«211> 365
«212> PRT
«213> Homo sapiens

<400> 36

Met Ser Ser

1

Thr

Thr

val

Met

€5

Ser

Gly

Ser

Leu

Lys

145

Leu

Tyr

Gly

Thr

val

225

Thr

Lys
Ile
Val

50
Phe
Gly
Gly
Phe
Ile
130
Met
Phe
Cys
Thr
Phe
210

Arg

Gln

His
Tyr

35
Met
Ile
Ser

Pro

Ser
115

Cys

Ile

Met

Ser

val
195

Cys

Gly

Arg

gcg
Ala
340

tcec
Ser

Ser

Asp

20

Thr

Ser

val

Val

Leu

100

Thr

His

Ser

Lys

Glu

180

val

Tyr

Ser

Arg

tge
Cys

gtg
vVal

Asn

5

Leu

Ile

Val

Ser

Thr

85

Cys

Leu

Pro

Phe

Gln

165

Asn

Phe

Ala

Gln

Leu
245

tcc
Ser

act
Thr

Thr

Ile

Met

Len

70

Pro

His

Thr

Thx

Asn

150

Glu

Trp

Ile

Ser

Lys

230

Arg

cag
Gln

acc
Thr

Cys

Leu

val

Arg

55

Ser

Ile

Leu

Leu

Lys

135

Serxr

Leu

Gly

Ile

Ile

215

Glu

Thr

cta
Leu

acg
Thr
360

Ile

His

Val

40

Phe

val

Thr

Leu

Thr

120

Glu

Ala

Met

Pro

Gln

200

Ser

Leu

Asn

cte
Leu
345

att
Ile

Asp

Pro

25

val

Lys

Ser

Ala

Pro

105

Ala

Pro

lle

Gln

Asp

185

Phe

Ile

Met

Arg

agt
Ser

cca
Pro

Ile
10
Ile

Gly

val

Phe

g6
Leu
1le
Ile
Ser
Phe
170
Ala
val
Lys

Ser

Met
250

-57-

act
Thr

agt
Ser

Arg

Pro

Val

Leu

Ile

75

Ser

Leu

Ala

Arg

Val

155

Arg

Tyr

Fhe

Leu

Glu

235

Leu

cac
His

tca
Ser

Ala

Ile

Thr

Gln

60

Phe

Lys

Gln

Ile

Lys

140

Gly

Asn

Leu

Pro

Arg

220

Ala

Ile

Lttt
Phe

att
Ile
365

Tyxr

Ala

Gly

45

Ser

val

Val

Gly

Asp

125

Asp

Leu

Tyr

Arg

Leu

205

Arg

Arg

Ile

gaa
Glu
350

taa

Leu

Ile

30

Asn

Val

Ala

Trp

Thr

110

Arg

Gln

Ser

Cys

Ser

190

Ile

Gly

Arg

Met

TR

agc
Ser

Trp
15

Leu

Leu

Leu
95

Ala

TYr

Ala

Val

Gly

175

Val

Thr

val

Gln

Thr
255

acc
Thr

Gln

Ala

Leu

Asn

> Val

80

Phe

Leu

Ile

Leu

Pro

160

Glu

Tyr

Ile

Phe

Leu

240

Val

1056

1098



22 JUL 1004
WO 01/38533 PCT/US00/322258

Thr Phe Ala Leu Ser Trp Leu Pro Ser Val Gly Phe Asn Phe Leu Arg
260 265 270

Asp Tyr Ser Ala Leu Pro Gly Ile Ile Asp Ser Gln Asp Tyr Leu Phe
275 280 28BS

Gly Ile Ile Phe His Cys Ile Ser Met Thr Ser Val Ile Val Asn Pro
290 295 300

Phe Leu Tyr Gly Tyr Cys Asn Glu His Phe Arg Ala Ala Phe Ala Ala
305 310 315 320

Leu Leu Asp Thr Val Lys Ala Ala Cys Gly Met Arg Arg Val Ser Pro
325 330 335

Gly Asn Pro Ala Cys Ser Gln Leu Leu Ser Thr His Phe Glu Ser Thr
340 345 350

Thr Arg Arg Ser Val Thr Thr Thr Ile Pro Ser Ser Ile
3585 360 365

<210> 37

<21l1> 1176

<212> DNA

<213> Homo sapiens

<220>

<221> CDS

<222> (1)..1(1173}
<220>

<223> Clone identifier: CEGPCR17

<400> 37
atg caa ccg cca aac tct acg gga caa tgg aca gaa att cac tgc gat 48
Met Gln Pro Prc Asn Ser Thr Gly Gln Trp Thr Glu Ile His Cys Asp

1 5 10 15

tgg ttt gca gaa atg caa aat tat cag aac agt ctc tar aaa ata aat 96
Trp Phe Ala Glu Met Gln Asn Tyr Gln Asn Ser Leu Tyr Lys Ile Asn
20 25 30

£ttt gat gga tcc cca ata gtg cca atg tat ggg ttg gtg tgc tca ttc 144
Phe Asp Gly Ser Prc Ile Vval Pro Met Tyr Gly Leu Val Cys Ser Phe
35 40 45

gga gct ctt goc aac tttk atec gtt ctc ctc geca ttt gtc aga act gca 192
Gly Ala Leu Ala Asn Phe Ile Val Leu Leuw Ala Phe Val Arg Thr Ala
50 55 60

aat ctt cga aac ttg aga aac agt ttc att gtg aat ttg gca ttt tcc 240
Asn Leu Arg Asn Leu Arg Asn Ser Phe Ile Val Asn Leu Ala Phe Sex
€5 70 75 80

gat ttg att ctg tgt gtg gtc aca gcg cca gtc act ctec tat acg agt 288
Asp Leu Ile Leu Cys Val Val Thr Ala Pro Val Thr Leu Tyr Thr Ser
85 90 95

tta aat tta ttt tgg cca ttc gga gat tgg tcg tge aag ttt cto gect 336

Leu Asn Leu Phe Trp Pro Phe Gly Asp Trp Ser Cys Lys Phe Leu Ala
100 105 110

- 58 -



WO 01/38533

g9t
Gly

atte
Ile

tta
Leu
145

tecg
Ser

gct
Ala

tat
Tyr

tgg
Trp

gat
Gly
225

caa
Gln

gat
Asp

ttyg
Leu

atg
Met

caa
Gln
305

gtt
Val

tta
Leu

gtt
val

gca
Ala
130

gca
Ala

atc
Ile

cca
Pro

tgc
Cys

gat
Asp
210

att
Ile

atc
Ile

aca
Thr

ttg
Leu

aat
Asn
250

aac

Asn

aat
Asn

caa
Gln

caa
Gin
115

atg
Met

gca
Ala

ata
Ile

ttt
Phe

aac
Asn
195

aat
Asn

caa
Gln

999
Gly

aca
Thr

ctc
Leu
275

att
Ile

atg
Met

cca

Pro

tca
Ser

gca
Ala

gat
Asp

act
Thx

gtt
Val

gat
Asp
180

cgt
Arg

gca
Ala

tac
Tyr

tca
Ser

aga
Arg
260

trt
Phe

tat
Tyr

tac

Tyr

ata
Ile

atg
Met
340

gtyg
val

cgt
Arg

gca
Ala

gct
Ala
165

cca
Pro

caa
Gln

att
Ile

att
Ile

aca
Thr
245

aga
Arg

ttg
Leu

cat
His

atc
Ile

gta
Val
325

att
Ile

aac
Asn

gtt
Val

cca
Pro
150

ctt
Leu

tgg
Txp

gtyg
val

gtc
Val

cta
Leu
230

att
Ile

atg
Met

tta
Leu

gtt
val

ttc
Fhe
310

tat
Tyx

ctt
Leu

aca
Thr

ctt
Leu
135

ctt
Leu

cca
Pro

agt
Ser

cca
Pro

teca
Ser
215

cca

Pro

caa
Gln

caa
Gln

gta
Val

ttg

Leu
29%

tgt
Cys

gca
Ala

caa
Gln

ttt
Phe
120

cta
Leu

tta
Leu

tat
Tyr

gat
Asp

gaa
Glu
200

aaa
Lys

ctt
Leu

aaa
Lys

atg
Met

cte
Leu
280

aat

Asn

cat
His

ctyg

Leu

ttc
FPhe

gtt
Val

aca
Thr

tgc
Cys

gca
Ala

aga
Arg
185

ata
Ile

acc
Thr

gct
Ala

cga
Arg

caa
Gln
265

aca
Thr

ggt
Gly

ttg
Leu

gtc
Val

cgc
Arg
345

tca
Ser

cte
Leu

tat
Tyr

ttg
Leu
170

gca
Ala

tgt
Cys

acg
Thr

gcc
Ala

tca
Ser
250

aat
Asn

tat
Tyr

cte
Leu

gtc
Val

aat
Asn
330

ccg
Pro

-59.

tca
Ser

tgt
Cys

ggt
Gly
155

gca
Ala

act
Thr

gca
Ala

tac
Tyr

ttg
Leu
235

aaa
Lys

aga
Arg

gcc
Ala

gag
Glu

gga
Gly
315

gaa
Glu

tgt
Cys

ctt
Len

cca
Pro
140

gtc
Val

gta
val

cce
Pro

gag
Glu

aca
Thr
220

gca
Ala

gta
val

aat
Asn

gtg
Val

att
Ile
300

atc

Ile

tca
Ser

tac

Tyr

act
Thr
125

gtt
val

gta
val

age
Sexr

aaa
Lys

atg
Met
205

ttt
Phe

tat
Tyx

tca
Ser

cga
Arg

tgt
Cys
285

att
Ile

tct
Ser

tct
Phe

gtc
val

cct
Leu

cga
Arg

tgg
Trp

tca
Ser

atg
Met
1so

caa
Gln

gta
val

aca
Ala

cgt
Arg

aga
Arg
270

tgg
Trp

aac
Asn

tca
Ser

aga
Arg

aca
Thr
350

72301 2004

PCT/US00/32225
gca ttc 384
Ala Phe
tgg aga 432
Trp Arg
atc att 480
Ile Ile

160
aag ttg 528
Lys Leu
175
cta acc 576
Leu Thr
gaa gcc 624
Glu Ala
gta ctt 672
Val Leu
tat tteg 720
Tyr Phe

240
aca gtg 768
Thr val
255
gct ctt 816
Ala Leu
gct cca 864
Ala Pro
tat tca 912
Tyr Ser
acg tgt 960
Thr Cys

3120
aat gct 1008
Asn Ala
335
act acc 1056
Thr Thr



WO 01/38533

ggt
Gly

gaa
Glu

aat
Asn
3B5S

aca
Thr

aat
Asn
370

gaa
Glu

<210> 28

«<211>
<212>
<213>

<400> 38
Met Gln Pro

k|

Trp

Phe

Gly

Asn

65

Asp

Leu

Gly

Ile

Leu

145

Ser

Ala

Tyr

Trp

Phe

Ala

50

Leu

Leu

Asn

val

Ala

130

Ala

Ile

Pro

Cys

Asp
210

gca
hla
355

gtc
Val

cge
Arg

391
PRT
Homo sapiens

Ala

Leu

Arg

Ile

Leu

Gln

115

Met

Ala

Ile

Phe

Asn

195

Asn

gcc
Ala

act
Thr

cca
Pro

Pro

Glu
20

Ser

Ala

Asn

Leu

Phe

100

Ala

Asp

Thr

Val

Asp

180

Arg

Ala

acc
Thr

ttg
Leu

gac
Asp

Asn
)

Met

Pro

Asn

Leu

Cys

85

Val

Axrg

Ala

Ala

165

Pro

Gln

Ile

adac
Asn

atg
Met

agt
Ser
390

Ser

Gln

Ile

Phe

Arg

70

Val

Pro

Asn

Val

Preo

150

Leu

Trp

Val

Val

gtg
Val

cgt
Arg
375

gtt
val

Thr

Asn

Val

Ile

55

Asn

Val

Phe

Thr

Leu

135

Leu

Pro

Ser

Pro

Ser
215

tat
Tyr
360

gat
Asp

tga

Gly

Tyr

Pro

40
Val
Ser
Thr
Gly
Phe
120
Leu
Leu
Tyr
Asp
Glu
200

Lys

gca
Ala

cct
Pro

Gln

Gln
25

Met

Leu

Phe

Ala

Asp

105

val

Thr

Cys

Ala

Arg

185

Ile

Thr

tat
Tyr

tte
FPhe

Trp
10

Ahsn

Tvr

Leu

Ile

Pro
20

Trp

Ser

Leu

Tyr

Leu

170

Ala

Cys

Thr

-60-

cct
Ser

tca
Ser

Thr

Ser

Gly
Ala
vVal

75
Val
Ser
Ser
Cys
Gly
155
Ala

Thr

Ala

Tyr

gcg
Ala

aca
Thr
380

Glu

Leu

Leu

Phe

60

Asn

Thr

Cys

Leu

Pro

140

val

val

Pro

Giu

Thr
220

act
Thr
365

act
Thr

Ile

TyYr

val

45

Val

Leu

Leu

Lys

Thr

125

Val

Val

Ser

Lys

Met

205

Phe

tcyg
Ser

cct
Pro

His

Lys
30

Cvs
Arg
Ala
Tyr
Phe
110
Leu
Arg
Trp
Ser
Met
150

Gln

val

22 341
PCT/US00/32225

aag
Lys

cgt
Arg

Cys
15

Ile

Ser

Thr

Phe

Thr

95

Leu

Ala

Trp

Ile

Lys

175

Leu

Glu

Val

gcg
Ala

cca
Pro

Asp

Asn

Phe

Ala

Ser

80

Ser

Ala

Phe

Arg

Ile

160

Leu

Thr

Ala

Leu

1104

1152

1176



72070
WO 01/38533 PCT/US00/32225

Gly Ile Gln Tyr Ile Leu Pro Leu Ala Ala Leu Ala Tyr Ala Tyr pPhe
225 230 235 240

Gln Ile Gly Ser Thr Ile Gln Lys Arg Ser Lys Val Ser Arg Thr Val
245 250 255

Asp Thr Thr Arg Arg Met Gln Met Gln Asn Arg Asn Arg Arg Ala Leu
260 265 270

Leu Leu Leu Phe Leu Leu Val Leu Thr Tyr Ala Vval Cys Trp Ala Pro
275 280 285

Met Asn Ile Tyr His Val Leu Asn Gly Leu Glu Ile Ile Asn Tyr Ser
290 295 300

Gln Asn Met Tyr Ile Phe Cys His Leu Vval Gly Ile Ser Sex Thr Cys
305 310 315 320
Val Asn Pro Ile Val Tyr Ala Leu Val Asn Glu Ser Phe Arg Asn Ala
325 330 335
Leu Gln Ser Met Ile Leu Gln Phe Arg Pro Cys Tyr Val Thr Thr Thr
340 345 350

Gly Thr Ala Ala Thr Asn Val Tyr Ala Tyr
355 360

in
I
a4
w
o
fv
W ]
tn

Glu Asn Val Thr Leu Met Arg Asp Pro FPhe Ser Thr Thr Pro Arg Pro
370 375 380

Asn Glu Arg Pro Asp Ser Val
3B8s 350

<210> 389

<211i> 1500

<212> DNA

<213> Homo sapiens

«220>
<221> CDS
<222> (1)..{1497)

<220>
<223> Clone identifier: CEGPCR19

<400> 39
atg gag att att ctt tgt ttt ttg aac tac ctg gca cat ttt aaa gcg 48
Met Glu Ile Ile Leu Cys Phe Leu Asn Tyr Leu Ala His Phe Lys Ala

1 5 1o 15

ggt ttc gag att gat tta ttt aac ttc att aac ata aca étt tat aag 96
Gly Phe Glu Ile Asp Leu Phe Asn Phe Ile Asn Ile Thr Ile Tyr Lys
20 25 30

aaa tLL cct ttt ttt ttt cat cga ctg aaa ttt gat aga aaa ttg gat 144
Lys Phe Pro Phe Phe Phe His Arg Leu Lys Phe Asp Arg Lys Leu Asp
35 40 45

ttt atg att aat ttc cag aac acg ctt tte gat ttt ccc att tta gaa 152
Phe Met Ile Asn Phe Gln Asn Thr Leu Phe Asp Phe Pro Ile Leu Glu

-6] -




725Ul 100
WO 01/38533 PCT/US00/32225

50 55 60

aaa aac att ttt cga ttt tcg aat tta aaa aat tta aaa act cta aaa 240
Lys Asn Ile Phe Arg Phe Ser Asn Leu Lys Asn Leu Lys Thr Leu Lys
€5 70 75 80

ttt tca acg ata ttt tta ttt tat gga ttt tat gca tgt aat ttt ctt 288
Phe Ser Thr Ile Phe Leu Phe Tyr Gly Phe Tyr Ala Cys Asn Phe Leu
85 S0 85

caa aac aac ctt cga tgc atg gtt agt tcg gocg goe acc att tog acc 336
Gln Asn Asn Leu Arg Cys Met Val Ser Ser Ala Ala Thr Ile Ser Thr
100 105 110

att tca acc aca acg act ccc tcc acc atc age aac gtt atc aca agt 384
Ile Ser Thr Thr Thr Thr Pro Ser Thr Ile Ser Asn Val Ile Thr Ser
115 120 125

cat tcg aac aat ggc tcg tgc att cag atc gct gag gcg att gcg gca 432
His Ser Asn Asn Gly Ser Cys Ile Gln Ile Ala Glu Ala Ile ala Ala
130 i35 140

caa ggc atc gat gat att act gta gac ttt tac atc cga tca atc ttc 480

Gln Gly Ile Asp Asp Ile Thr Val Asp Phe Tyr Ile Arg Ser Ile Phe
145 150 1EEL nen

=% -

aca ttc cte tac ggg ttc ctg ttt gta tta ggc att ttt gga aac ggc 528
Thr Phe Leu Tyr Gly Phe Leu Phe Val Leu Gly Ile Phe Gly Asn Gly
les 170 175

ggc gta cta tgyg gcg gtg gog aga aac aag ¢gg ctc caa tcg get cge 576
Gly Val Leu Trp Ala Val Ala Arg Asn Lys Arg Leu Gln Ser Ala Arg
180 185 150

aac gta ttt ctg ctc aac ttg atc ttc acc gat ttg ata ttg gtg tte 624
Asn Val Phe Leu Leu Asn Leu Ile Phe Thr Asp Leu Ile Leu Val Phe
155 200 205

aca gcg att cca gic aca cca tgg tac gocg atg acc aaa gac tgg gca 672
Thr Ala Ile Pro Val Thr Pro Trp Tyr Ala Met Thr Lys Asp Trp Ala
210 215 220

ttc ggg tca gtg atg tgc cat tta gtt cct ttg tca aat tecg tgt tcg 720
Phe Gly Ser Val Met Cys His Leu Val Pro Leu Ser Asn Ser Cys Ser
225 230 235 240

gtg ttt gtg acg agt tgg agc cic act gea atc tcc tta gat aaa ttt 768
Val Phe Val Thr Ser Trp Ser Leu Thr Ala Ile Ser Leu Asp Lys Phe
‘245 250 255

ctg cat atc aac gat ccc acc aaa caa cca gtt tct att cgt caa gcg 816
Leu His Ile Asn Asp Pro Thr Lys Gln Pro Val Ser Ile Arg Gln Ala
260 265 270

ttg gca ata aca tit ctt atc tgg ata gtc tca aca ctg ata aat cta 864
Leu Ala Jle Thr Phe Leu Ile Trp Ile Val Ser Thr Leu Ile Asn Leu
275 280 2B5

ccg tat ctt atg tct tte gag cac gtc gat gga age ttt tac gtt cag 912
Pxo Tyr Leu Met Ser Phe Glu His Val Asp Gly Ser Phe Tyr Val Gln

-62 -
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290

ccc
Pro
305

cag
Gln

cag
Gln

ttg
Leu

caa
Gln

aaa
Lys
ass

tag
Txp

fad of wd
Pro

gtc
val

ctg
Leu

aca
Thr
465

cta
Leu

aac
Asn

<210>
<211
<212>
<213>

<400>

gga
Gly

agc
Ser

ttc
Phe

caa
Gln

tca
Ser
370

gtg
Val

ttag
Leu

gaa
Glu

ata
Ile

aca
Thxr
450

gag
Glu

cac
His

tet
Ser

gaa
Glu

gaa
Glu

gtc
vVal

aaa
Lys
355

ctyg
Leu

aat
Asn

cct
Pro

tgg
Trp

gce
Ala
43%

cga

Arg

ggt
Gly

gac
Asp

ttc
Phe

40

499
PRT
Homo sapiens

40

act
Thr

aat
Asn

gtg
Val
340

gtg
Val

aca
Thr

aaa
Lys

tcg
Ser

ctc
Leu

taa

cca
Pro

agt
Ser
325

ccg
Pro

tca
Ser

caa
Gin

tce
Ser

caa
Gln

aaa
Lys

ctc
Leu
485

tac
Tyr
310

cga

Arg

atg
Met

aaa
Lys

aag
Lys

tta
Leu

ada
Lys

aaa
Lys
470

cecg
Pro

295

tgc
Cys

aag
Lys

gca
Ala

gac
Asp

cag
Gln
375

gtc
Val

cgt
Arg
455

gca
Ala

acc
Thr

g9g9
Gly

att
Ile

gtg
val

atg
Met
360

aga
Arg

gca
Ala

aat
Asn

ccg
Pro

gte
Val
440

tce

Ser

ggt
Gly

tct
Ser

cac
His

tac
Tyr

ate
Ile
345

atc
Ile

agt
Ser

atg
Met

ot
1]
E Ul

tte
Phe
425

tgg
Trp

gga
Gly

ggt
Gly

act
Thr

tte
Phe

gga
Gly
330

acg
Thr

atc
Ile

gat
Asp

gtt
Val

o} ol o4
gtc
Val

410

ttc
Phe

aac
Asn

ctg
Leu

tct
Ser

cat
His
490

tgc
Cys
315

act

Thr

tat
Tyr

caa
Gln

gcg
Ala
gtc

385

tgg
Trp

cct
Pro

tca
Ser

gga
Gly
475

tcg
Ser

300

gac
Asp

acg
Thr

tgc
Cys

aat
Asn

acg
Thr
380

aca
Thr

gat

Asp

gca
Ala

ctg
Leu

aaa
Lys
480

ttg

Leu

gac
Asp

gag
Glu

gtt
val

tac
TYr

gct
Ala
365

tca
Ser

ata
Ile

cta
Leu
445

ata

Ile

cga
Arg

aga
Arg

gcg
Ala

atg
Met

tte
Phe
i50

caa
Gln

-

aat
Asn
430

ttc
Phe

cte
Leu

gg9g
Gly

tgt
Cys

7 7 JiL 1004

PCT/US00/32225
aat tgg 960
Asn Trp

320
ttg tta 1008
Leu Leu
335
aaa atc 1056
Lys Ile
ttc tgt 1104
Phe Cys
aag aag 1152
Lys Lys
ggg tgt 1200
Gly Cys
400
aaa gag 1248
Lys Glu
415
gct cac 1296
Ala His
tLt tgg 1344
Phe Trp
aac tca 1392
Asn Ser
atec cag 1440
Ile Gln
480
gca ggc l488
Ala Gly
485
1500

Met Glu Ile Ile Leu Cys Phe Leu Asn Tyr Leu Ala His Phe Lys Ala

1

5

10

-63 -
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Gly Phe Glu Ile Asp Leu Phe Asn Phe Ile Asn Ile Thr Ile Tyr Lys
20 25 30

Lys Phe Pro Phe Phe Phe His Arg Leu Lys Phe Asp Arg Lys Leu Asp
3s 40 45

Phe Met Ile Asn Phe Gln Asn Thr Leu Phe Asp Phe Pro Ile Leu Glu
50 S5 60

Lys Asn Ile Phe Arg Phe Ser Asn Leu Lys Asn Leu Lys Thr Leu Lys
65 . 70 75 BO

Phe Ser Thr Ile Phe Leu Phe Tyr Gly Phe Tyr Ala Cys Asn Phe Leu
85 20 85

Gln Asn Asn Leu Arg Cys Met Val Ser Ser Ala Ala Thr Ile Ser Thr
100 105 110

Ile Sex Thr Thr Thr Thr Pro Ser Thr Ile Ser Asn Val Ile Thr Ser
115 120 125

His Ser Asn Asn Gly Ser Cys Ile Gln Ile Ala Glu Ala Ile Ala Ala
130 135 140

Gln Gly Ile Asp Asp Ile Thr Val Asp Phe Tyr Ile Arg Ser Ile Phe
145 150 155 160

Thr Phe Leu Tyr Gly Phe Leu Phe Val Leu Gly Ile Phe Gly Asn Gly
165 170 175

Gly Val Leu Trp Ala Val Ala Arg Asn Lys Arg Leu Gln Ser Ala Arg
180 18% 1%0

Asn Val Phe Leu Leu Asn Leu Ile Phe Thr Asp Leu Ile Leu Val Phe
195 200 205

Thr Ala Ile Pro Val Thr Pro Trp Tyr Ala Met Thr Lys Asp Trp Ala
210 215 220

Phe Gly Ser Val Met Cys His Leu Val Pro Leu Ser Asn Ser Cys Ser
225 230 235 240

Val Phe Val Thr Ser Trp Ser Leu Thr Ala Ile Ser Leu Asp Lys Phe
245 250 255

Leu His Ile Asn Asp Pro Thr Lys Gln Pro Val Ser Ile Arg Gln Ala
280 265 270

Leu Ala Ile Thr Phe Leu Ile Trp Ile Val Ser Thr Leu Ile Asn Leu
275 280 285

Pro Tyr Leu Met Ser Phe Glu His Val Asp Gly Ser Phe Tyr Val Gln
250 295 300

Pro Gly Glu Thr Pro Tyr Cys Gly His Phe Cys Asp Glu Ala Asn Trp
305 310 315 320

Gln Ser Glu Asn Ser Arg Lys Ile Tyr Gly Thr Thr Val Met Leu Leu
325 330 335

Gln Phe Val Val Pro Met Ala Val Ile Thr Tyr Cys Tyr Phe Lys Ile
340 345 350
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WO 01/38533 PCT/US00/32225

Leu Gln Lys Val Ser Lys Asp Met Ile Ile Gln Asn Ala Gln Phe Cys
155 360 365

Gin Ser Leu Thr Gln Lys Gln Arg Ser Asp Ala Thr Ser Arg Lys Lys
370 375 380

Lys Val Asn Tyr Ile Leu Ile Ala Met Val Val Thr Phe Ile Gly Cys
385 3580 385 400

Trp Leu Pro Leu Thr Leu Leu Asn Leu Val Lys Asp Phe Lys Lys Glu
405 410 415

Pro Glu Trp Leu Lys Arg Gln Pro Phe Phe Trp Ala Ile Asn Ala His
420 425 430

Val Ile Ala Met Ser Leu Val Val Trp Asn Pro Leu Leu DPhe Phe Trp
435 440 445

Leu Thr Arg Lys Gln Lys Arg Ser Gly Leu Ser Lys Ile Leu Asn Ser
450 455 460

Thr Glu Gly Sexr Lys Lys Ala Gly Gly Ser Gly Leu Arg Gly Ile Gln
465 470 475 480

Leu His Asp Leu Leu Pro Thr Ser Thr His Ser Asp Arg Cys Ala Gly
485 430 495

Asn Ser Phe

<210> 41

<211> 1335

<212> DNA

<213> Homo sapiens -

<220>
<221> CDS
«222> (1) ..(1332)

<220
<223> Clone identifier: CEGPCR20

<400> 41
atg tcg ttg gga aat gtc atc att goe tet tca gta aat aca cgt tca 48
Met Ser Leu Gly Asn Val Ile Ile Ala Ser Ser Val Asn Thr Arg Ser

1 5 10 15

ccc ata gat tce cac ttg ttt aga aaa att ttg tgt ttt aga att tat 96
Pro Ile Asp Ser His Leu Phe Arg Lys Ile Leu Cys Phe Arg Ile Tyr
20 25 30

gac gac act’ atc agt ttt gag aga aaa att gga ata atc att cca aca 144
Asp Asp Thr Ile Ser Phe Glu Axrg Lys Ile Gly Ile Ile Ile Pro Thr
35 40 45

att ttt gcc gtt atc att ttg gte gga ctt gtt ggt aat gct ctg gtg 192
Ile Phe Ala Val Ile Ile Leu Val Gly Leu Val Gly Asn Ala Leu Val
50 55 €0

gtg att gtt gct ttt gga cga caa atg aga aat tca acc aac act ctt 240

Val Ile val Ala Phe Gly Arg Gln Met Arg Asn Ser Thr Asn Thr Leu
65 70 75 80
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att att gga ctt goc ata tct gac ttg atg ttec ctt ttg ctt tge gtt 288
Ile Ile Gly Leu Ala Ile Ser Asp Leu Met Phe Leu Leu Leu Cys Val
85 20 ' 95

cct ttc aca gect gbtg gat tac gca got ccg aca tgg atc ttt cec gag 336
Pro Phe Thr Ala Val Asp Tyr Ala Ala Pro Thr Trp Ile Phe Pro Glu
100 105 110

tgg aca tgc tect atg atc aat ttc ttc cag cat acg tet gca tac tgt lg4
Trp Thr Cys Ser Met Ile Asn Phe Phe Gln His Thr Ser Ala Tyr Cys
115 120 125

agt gtt tgg aca ttg acc ctt atg gcc ctc gat aga tat cta geca gtt 432
Ser Val Trp Thr Leu Thr Leu Met Ala Leu Asp Arg Tyr Leu Ala Val
130 135 140

gta tat cca gtt gaa tca atg acg tta c¢ga aca cca agg aac act gtg 480
Val Tyr Pro Val Glu Ser Met Thr Leu Arg Thr Pro Arg Asn Thr Val
145 150 1585 le6Q

att gcg tta tge tte att tac atc att atc att gect tct cag att cct 528
Ile Ala Leu Cys Phe Ile Tyr Ile Ile Ile Ile Ala Ser Gln Ile Pro
165 170 175

gtg gga cga atg cac ggg att tat gtg tat gac ttt att atg gaa aaa 576
Val Gly Arg Met His Gly Ile Tyr Val Tyr Asp Phe Ile Met Glu Lys
180 185 190

tgg tca acg tgc gca att ctg aca att gec act gca gag got act ccg 624
Arg Ser Thr Cys Ala Ile Leu Thr Ile Ala Thr Ala Glu Ala Thr Pro
195 200 205

acg atg gct cga aca tat ttt atg aca ttc aat gtg ttt ggt tac gtg 672
Thr Met Ala Arg Thr Tyr Phe Met Thr Phe Asn val Phe Gly Tyr Val
210 215 220

ctt cca ctg ggc att tct gtt gtc ctg tat ggt ctt atg ttg aga aaa 720
Leu Pro Leu Gly Ile Ser Val Val Leu Tyr Gly Leu Met Leu Arg Lys
225 230 235 240

ctt tgg gac atg cca agg ccg ggt aac tect caa tct gtt ggt ggt aga 768
Leu Trp Asp Met Pro Arg Pro Gly Asn Ser Gln Ser Val Gly Gly Arg
245 250 255

aat ctt aca aat cgt gat agt ggt tca agt att cgt cgg agg cecg gaa 816
Asn Leu Thr Asn Arg Asp Ser Gly Ser Ser Ile Arg Arg Arg Pro Glu
260 265 270

gca act gct gcc aaa aga aaa gtt acc cgc ctt gta ctg tgt gtt ttg 864
Ala Thr Ala Ala Lys Arg Lys Val Thr Arg Leu Val Leu Cys Val Leu
275 280 285

atc acc tgg gca ctt tgc tgg ctt cca cta aac gtg tge ttt tte atg 212
Ile Thr Trp Ala Leu Cys Trp Leu Pro Leu Asn Val Cys Phe Phe Met
250 295 3oo

LCt ggt ctc goc tac ccg gaa €ca ctt gtt ata tet cat ggt gtc ate 960
Ser Gly Leu Ala Tyr Pro Glu Pro Leu Val Ile Ser His Gly Val Ile
305 310 318 320
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atg
Met

tgt
Cys

gga
Gly

agg
Arg

cac
His
385
tca

Ser

acg
Thr

aat
Asn

<210> 42

gta
Val

ctt
Leu

ttc
Phe

ttc
Phe
370

tat
Tyr

aac
Asn

tct
Ser

gtc
val

att
Ile

aat
Asn

att
Ile
355

tgc
Cys

aac
Asn

gga
Gly

gta
val

tgt
Cys
435

<211> 444
<212> PRT
<213> Homo sapiens

<400> 42

Met Ser Leu

1

Pro

Asp

Ile

Val

65

Ile

Fro

Ile

Asp

Phe

50

Ile

Ile

Phe

Asp
Thr

35
Ala
Val

Gly

Thr

gte
vVal

cca
Pro
340
cga
Axg

act
Thr

caa

Gln

gaa
Glu

caa
Gln
420

gat
Asp

Gly

Ser

20

Ile

Val

Ala

Leu

Ala
100

cag
Gln
25
att
Ile

gtc
val

aat

Asn

act

Thr

cga
Arg
405

cca

Pro

acg
Thr

Asn

His

Ser

Ile

Phe

Ala

85

val

att
Ile

cta
Leu

atg
Met

tac

TYY

cca
Pro
390

tcc

Ser

ctt
Leu

atg
Met

Val

Leu

FPhe

Ile

Gly

70

Ile

Asp

gct
Ala

tac

Tyr

aaa
Lys

cga
Arg
378

gca
Ala

Ile

Phe

Glu

Leu

55

Arg

Ser

Tyr

agt
Ser

gct
Ala

atg
Met
360

cga
Arg

cat

His

ctt
Leu

acg
Thr

tte
Phe
440

Ile

Arg

Arg

40

Val

Gln

Asp

Ala

caa
Gln

ttg
Leu
345

cta
Leu

agt
Ser

cca
Pro

ctg
Leu

tea
Ser
425

gtg
Val

Ala

Lys

25

Lys

Gly

Met

Leu

Ala
105

gttc
Val
330
atg
Met

ata
Ile

act
Ala

Ser

10
Ile
Ile
Leu
Arg
Met

80

Pro

-67 -

ctt
Leu

tcg
Ser

aat
Asn

ctt
Leu

aac
Asn
395

gat
Asp

11

@0
—
o

ttc
Phe

Ser

Leu

Gly

Val

Asn

75

Phe

Thr

gce
Ala

cag
Gln

aag
Lys

€99
Arg
380

act
Thr

aac
Asn

gcg
Ala

ttc
Phe

Val
Cys
I1le
Gly

60

Ser

Leu

Trp

tac

Tyr

agt
Ser

cta
Leu
365

aca
Thr

gtg

Val

tcg
Ser

aag
Lys

taa

Asn

Phe

Ile

45

Asn

Thr

Leu

Ile

acc
Thr

ttc
Phe
350

teg
Ser

gag
Glu

gtt
val

agc
Ser

zaz
Lys
430

Thr

Arg

30

Ile

Ala

Asn

Leu

Phe
110

PRI

PCT/US00/32225

aat
Asn
335

cgg
Arg

cgt
Arg

ctc
Len

caa
Gln

tct
Ser
415

aca
Thr

Arg

15
Ile
Pro
Leu
Thr
Cys

95

Pro

tcg
Ser

gaa
Glu

gga
Gly

aca
Thr

gtg
val
400

gcg
Ala

=3

Lys

Ser

Tyxr

Thr

Val

Leu

80

Val

Glu

1008

1056

1104

1152

1200

1248

'Y
[ ]
\p
th

1335
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Trp Thr Cys Ser Met Ile Asn Phe Phe Gln His Thr Ser Ala Tyr Cys
115 120 125

Ser Val Trp Thr Leu Thr Leu Met Ala Leu Asp Arg Tyr Leu Ala Val
130 135 140

Val Tyr Pro Val Glu Ser Met Thr Leu Arg Thr Pro Arg Asn Thr Val
145 150 155 160

Ile Ala Leu Cys Phe Ile Tyr Ile Ile Ile Ile Ala Ser Gln Ile Pro
165 170 . 175

Val Gly Arg Met His Gly Ile Tyr Val Tyr Asp Phe Ile Met Glu Lys
180 185 150

Arg Ser Thr Cys Ala Ile Leu Thr Ile Ala Thr Ala Glu Ala Thr Pro
195 200 205

Thr Met Ala Arg Thr Tyr Phe Met Thr Phe Asn Val Phe Gly Tyr val
210 215 220

Leu Pro Leu Gly Ile Sex Val Val Leu Tyr Gly Leu Met Leu Arg Lys

225 230 235 240

Leu Trp Asp Met Pro Arg Pro Gly Asn Ser Gln Ser Val Gly Gly Arg
245 250 255

Asn Leu Thr Asn Arg Asp Ser Gly Ser Ser Ile Arg Arg Arg Pro Glu
260 265 270

Ala Thr Ala Ala Lys Arg Lys Val Thr Arg Leu Val Leu Cys Val Leu
278 280 285

Ile Thr Trp Ala Leu Cys Trp Leu Pro Leu Asn Val Cys Phe Phe Met
2%0 295 300

Ser Gly Leu Ala Tyr Pro Glu Pro Leu Val Ile Ser His Gly val Ile
305 310 315 320

Met Val Ile Val Gln Ile Ala Ser Gln Val Leu Ala Tyr Thr Asn Ser
325 330 3335

Cys Leu Asn Pro Ile Leu Tyr Ala Leu Met Ser Gln Ser Phe Arg Glu
340 345 350

Gly Phe Ile Arg Val Met Lys Met Leu Ile Asp Lys Leu Ser Arg Gly
355 360 365

Arg Phe Cys Thr Asn Tyr Arg Arg Ser Ala Leu Arg Thr Glu Leu Thr
370 375 80

His Tyr Asn Gln Thr Pro Ala His Pro Ala Asn Thr Val Val Gln Val
385 3%0 395 400

Ser Asn Gly Glu Arg Ser Ser Leu Leu Lys Asp Asn Ser Ser Ser Ala
405 410 415

Thr Ser Val Gln Pro Leu Arg Thr Ser Ile Gln Ala Lys Lys Thr Lys
420 425 430
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Asn Val Cys Asp Thr Met Leu Phe Val Cys Phe Phe
435 440

«210> 43

<211> 13131

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
«222> (1) ..(1128)

<220>
<223> Clone identifier: CEGPCR3

<400> 43
atg gag ggt ggt cga aac tgt gta atg aca gta caa cag tgg caa cct 48
Met Glu Gly Gly Arg Asn Cys Val Met Thr Val Gln Gln Trp Gln Pro

1 5 10 15

gaa tac aat gat atg aac cag ata aga gca ata ttec teg tta ctg tac 9¢
Glu Tyr Asn Asp Met Asn Gin Ile Arg Ala Ile Phe Ser Leu Leu Tyx
20 25 30

ctt ctt gtt tgg gtt gga get att gtt ggc aac act cta gta ctt tat 144
Leu Leu Val Trp Val Gly Ala Ile Val Gly Asn Thr Leu Val Leu Tyr
35 40 45
gta ctc act ttt aat cag gta tca ctg tca gtt agg acg gta ttt gtt 192
Val Leu Thr Phe Asn Gln Val Ser Leu Ser Val Arg Thr Val Phe Val
50 55 60

gga tgt cta gct ggt tca gac ctt cta atg tgc ctt tte tcg ttg cca 240
Gly Cys Leu Ala Gly Ser Asp Leu Leu Met Cys Leu Phe Ser Leu Pro
65 ' 70 75 B8O

att acc gog att tet ata ttt teca aga gtt tgg gta ttt cct gect ata 288
Ile Thx Ala Ile Ser Ile Phe Ser Arg Val Trp Val Phe Pro Ala Ile
85 S0 95

Lttt tgc aag ttg atc gga gtt ttc cag ggc ggt acg att ttt gtc tea 336
Phe Cys Lys Leu Ile Gly Val Phe Gln Gly Gly Thr Ile Phe Val Ser
100 105 110

tca tte aca tta aca gtt att got ctg gac aga tgt gta cta att cta 384
Ser Phe Thr Leu Thr Val Ile Ala Leu Asp Arg Cys Val Leu Ile Leu
115 120 125

€gt cca aat cag gag ata gta aat ttc ccg aga gct gtc tte att gtt 432
Arg Pro Asn Gin Glu Ile Val Asn Phe Pro Arg Ala Val Phe Ile Vval
130 135 140

ttc tgc att tgg ctt ctec gga tac tct cta gca ctt cct gta ggc atc 480
Phe Cys Ile Trp Leu Leu Gly Tyr Ser Leu Ala Leu Pro Val Gly Ile
145 1590 155 is0

tac agc gac att gca gta tac gac gaa att tgc ggc aca ttc tgt gaa 528
Tyr Ser Asp Ile Ala Val Tyr Asp Glu Ile Cys Gly Thr Phe Cys Glu
165 170 175

gag aat tgg cct gat ttc aat cog gat act gga aga tcg gga att cga 576
Glu Asn Trp Pro Asp Phe Asn Pro Asp Thr Gly Arg Ser Gly Ile Arg

-69-



R R R EREES©SESESSSSSS S

22 5L 2004
WO 01/38533 PCT/US00/32225

10 185 150

aga gct tat gga ctt tct gtg ttg gta ctt caa ttt ggt att cct gca 624
Arg Ala Tyr Gly Leu Ser Val Leu Val Leu Gln Phe Gly Ile Pro Ala
185 200 205

ttg ata agt tca att tgt tac tgg atg att agt cga gtg atg tca gat 672
Leu Ile Ser Ser Ile Cys Tyr Trp Met Ile Ser Arg Val Met Ser Asp
210 215 220

caa tta gca aga aga aga ggg cac aat att cga ccg gaa tct gaa aca 720
Gln Leu Ala Arg Arg Arg Gly His Asn Ile Arg Pro Glu Ser Glu Thr
225 230 235 240

aag ctg gtg aat cga aag aca aga gct aat cga atg atg atc gta atg 768
Lys Leu Val Asn Arg Lys Thr Arg Ala Asn Arg Met Met Ile Val Met
245 250 255

gtt gtt gga ttc gtt ctc gcg tgg atg cca tte aat gca gtc aat cte Ble
Val Val Gly Phe Val Leu Ala Trp Met Pro Phe Asn Ala Val Asn Leu
260 265 ' 270

tac cgt gac cta ttt gga att tct aaa tgg tat tect aca gtc ttt gcg 864
Tyr Arg Asp Leu Phe Gly Ile Ser Lys Trp Tyr Ser Thr Val Phe Ala
275 280 288

ctt tgc cac gta tgc geca atg tge tee gct gtg ctc aac cca atc atc 912
Leu Cys His Val Cys Ala Met Cys Ser Ala Val Leu Asn Pro Ile Ile
280 2595 igo

tat tee tgg tte aat cct caa tte cga caa agt atc acc act ttg ttce 960
Tyr Ser Trp Phe Asn Pro Gln Phe Arg Gln Ser Ile Thr Thr Leu Phe
305 310 315 320

&ag ggt act gat gaa gct aga ttg atc aag aag aaa cca caa tct acce loos
Lys Gly Thr Asp Glu Ala Arg Leu Ile Lys Lys Lys Pro Gln Ser Thr
325 330 335

agt aaa atg gtt tcg tat ccg act aat ttec teco gag atc cga aaa gaa 1056
! Ser Lys Met Val Ser Tyr Pro Thr Asn Phe Ser Glu Ile Arg Lys Glu
340 345 350

aca gaa att gca tcg aca aag aca aaa atc aca att gct gaa aac gac 1104
Thr Glu Ile Ala Ser Thr Lys Thr Lys Ile Thr Ile Ala Glu Asn Asp
355 360 365

tat cga gct gga gat caa ctt tta taa 1131
Tyr Arg Ala Gly Asp Gln Leu Leu
370 375

<210> 44

<21l> 376

<212> PRT

<213> Homo sapiens

<400> 44

Met Glu Gly Gly Arg Asn Cys Val Met Thr Val Gln Gln Trp Gln Pro
1 5 10 15
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Glu Tyr Asn Asp Met Asn Gln Ile Arg Ala Ile Phe Ser Leu Leu Tyr
20 25 30

Leu Leu Val Trp Val Gly Ala Ile Val Gly Asn Thr Leu Val Leu Tyr
35 40 45

Val Leu Thr Phe Asn Gln Val Ser Leu Ser Val Arg Thr val Phe Val
50 55 60

Gly Cys Leu Ala Gly Ser Asp Leu Leu Met Cys Leu Phe Ser Leu Pro
65 70 75 80

Ile Thr Ala Ile Ser Ile Phe Ser Afg Val Trp Val Phe Pro Ala Ile
85 20 95

Phe Cys Lys Leu Ile Gly Val Phe Gln Gly Gly Thr Ile Phe Val Ser
100 105 110

Ser Phe Thr Leu Thr Val Ile Ala Leu Asp Arg Cys Val Leu Ile Leu
115 120 125

Arg Pro Asn Gln Glu Ile Val Asn Phe Pro Arg Ala Val Phe Ile Val
130 135 140

Phe Cys Ile Trp Leu Leu Gly Tyr Ser Leu Ala Leu Pro Val Gly Ile
145 150 155 160

Tyr Ser Asp Ile Ala Val Tyr Asp Glu Ile Cys Gly Thr Phe Cys Glu
165 170 175

Glu Asn Trp Pro Asp Phe Asn Pro Asp Thr Gly Arg Ser Gly Ile Arg
180 185 150

Arg Ala Tyr Gly Leu Ser Val Leu Val Leu Gln Phe Gly Ile Pro Ala
185 200 205

Leu Ile Ser Ser Ile Cys Tyr Trp Met Ile Ser Arg Val Met Ser Asp
210 215 220

Gln Leu Ala Arg Arg Arg Gly His Asn Ile Arg Pro Glu Ser Glu Thr
225 230 235 240

Lys Leu Val Asn Arg Lys Thr Arg Ala Asn Arg Met Met Ile Val Met
245 250 255

Val Val Gly Phe Val Leu Ala Trp Met Pro Phe Asn Ala Val Asn Leu
260 265 270

Tyr Arg Asp Leu Phe Gly Ile Ser Lys Trp Tyr Ser Thr Val Phe Ala
275 280 2B5

Leu Cys His Val Cys Ala Met Cys Ser Ala Val Leu Asn Pro Ile Ile
290 295 300

Tyr Ser Trp Phe Asn Pro Gln Phe Arg Gln Ser Ile Thr Thr Leu FPhe
305 310 315 320

Lys Gly Thr Asp Glu Ala Arg Leu Ile Lys Lys Lys Pro Glm Ser Thr
325 330 335

Ser Lys Met Val Ser Tyr Pro Thr Asn Phe Ser Glu Ile Arg Lys Glu
340 345 350
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Thr Glu Ile Ala Ser Thr Lys Thr Lys Ile Thr Ile Ala Glu Asn Asp

355 360 3165
Tyr Arg Ala Gly Asp Gin Leu Leu
370 375
<210> 45
<211> 1209
<212> DNA

<213> Homo sapiens

<220>
«221> CD§
«222> {1)..(1209)

<220>
<223> Clone identifier: CEGPCRS

<400> 45

atg gga tcg gtg aat gaa tca tgt gac aat tat gta gaa att ttec aac 48

Met Gly Ser Val Asn Glu Ser Cys Asp Asn Tyr Val Glu Ile Phe Asn '
1 5 10 is

aaa atc aac tac ttt ttt cga gat gat cag gtt atc aat ggg act gag 96
Lys Ile Asn Tyr Phe Phe Arg Asp Asp Gln Val Ile Asn Gly Thr Glu
20 25 30

tat tca cca aaa gag ttc gga tat ttc atc aca ttc gca tac atg ctg 144
Tyr Ser Pro Lys Glu Phe Gly Tyr Phe Ile Thr Phe Ala Tyr Met Leu
35 40 45

atc att ttg ttt gga gca ata ggc aac ttt ttg aca atc atc gta gtc 192
Ile Ile Leu Phe Gly Ala Ile Gly Asn Phe Leu Thr 1le Ile val val
50 55 60

ata ctc aac cca gca atg cgg aca aca agyg aac ttt ttc att tta aac 240
Iie Leu Asn Pro Ala Met Arg Thr Thr Arg Asn Phe Fhe Ile Leu Asn
&5 70 75 80

ttg gcg ctg tecg gac ttt ttt gtt tgt att gtg aca gcg ccg acc aca 288
Leu Ala Leu Ser Asp Phe Phe Val Cys Ile Val Thr Ala Pre Thr Thr
85 1Y) 95

tta tac acg gtt ctc tac atg tte tgg cca ttt agc agg aca tta tge 336
Leu Tyr Thr Val Leu Tyr Met Phe Trp Pro Phe Ser Arg Thr Leu Cys
100 105 110

aaa att gcg ggt tcg ctg caa gge ttt aac ata ttt tta tcc aca ttc 384
Lys Ile Ala Gly Ser Leu Gln Gly Phe Asn Ile Phe Leu Ser Thr Phe
115 120 125

tcg ata gcc tca att goct gtt gat aga tac gtg ctc att atc ttc cca 432
Ser Ile Ala Ser Ile Ala Val Asp Arg Tyr Val Leu Ile Ile Phe Pro
130 135 140

acg aag cga gaa cga caa caa aat ctg tcg tte tge ttt ttt atc atg 480
Thr Lys Arg Glu Arg Gln Gin Asn Leu Ser Phe Cys FPhe Phe Ile Met
145 150 155 160

atc tgg gtg att tcc cta atc ctt gcg gtt cca ctt ctg cag gct tct 528
Ile Trp Val 1le Ser Leu Ile Leu Ala Val Pro Leu Leu Gln Ala Ser
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gat
Asp

att
Ile

ggc
Gly

ok o <
FPhe
225

aga
Arg

cag
Gln

ctt
Leu

gtt
Val

aca
Thr
305

aat
Asn

atg
Met

ttt
Phe

agc
Ser

cag
Gln
385

cag
Gln

ttg
Leu

tac
Cys

acc
Thr
210

tca
Ser

ttr
Phe

agyg
Arg

gta
Val

ttt
Phe
2590

acqg
Thr

ccg
Pro

cat
His

gga
Gly

cgt
Arg
370

aga

Arg

ctg
Leu

aca
Thr

cat
His
19%

tac

Tyr

cta
Leu

gca
Ala

aga
Arg

tgc

Cys
275

cat

His

tte
Phe

ctg
Leu

cte
Leu

gag
Glu
as5s5

gga
Gly

atg
Met

tga

ccg
Pro
180

gag
Glu

acqg
Thr

gtc
Val

aac
Asn

cga
Arg
260

gtt
Val

atc
Ile

agce
Ser

atec
Ile

ttc
Phe
340

caa

Gln

ggc
Gly

aat
Asn

165

gtt
Val

caa
Gln

ttg
Leu

tte
Phe

cga
Arg
245

tce
Ser

gta
val

ttec
Phe

atc
Ile

tat

Tyr
325

gat
Asp

gag
Glu

tat
Cys

gaa
Glu

ttc
Phe

aat
Asn

gca
Ala

gcc
Ala
230

aat
Asn

gtc
Val

gct
Ala

aac
Asn

tgt
Cys
310

gca
Ala

aga
Arg

tecg
Ser

aag
Lys

agt
Ser
380

gtt gag cca

val

gag
Glu

gtet
Val
215

tac

Tyr

cag
Gln

gtg
Val

gta
val

aca
Thr
295

cac
His

ttt
Phe

gtt
val

ctc
Leu

acyg
Thr
375

atg
Met

Glu

ata
Ile
200

ctt
Leu

tcc
Ser

aat
Asn

gaa
Glu

ttc
Phe
280

tte
Phe

tgc
Cys

ttc
Phe

ggg9
Gly

aag
Lys
360

gta
val

att
Ile

Pro
185

tgg
Trp

atc
Ile

€gg
Axrg

gtg
Val

cgt
Arg
265

gcce
Ala

gag
Glu

ttg
Leu

aat
Asn

ttg
Leu
345

aaa

Lys

act
Thr

ctg
Leu

170

tecg
Ser

gaa
Glu

acce
Thr

ata
Ile

aca
Thr
250

caa
Gln

gtc
Val

ctg
Leu

gca
Ala

cat
His
330
aga

Arg

agt
Ser

act
Thr

agt
Ser
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tgc
Cys

aag
Lys

caa
Gln

gca
Ala
235

aca
Thr

cga
Arg

gcc
Ala

gte
val

atg
Met
315

aac
Asn

tcc
Ser

atg
Met

gca
Ala

gcg
Ala
395

gat
Asp

atg
Met

tac

Tyr
220

cat
His

aat
Asn

cgc
Arg

tgg
Trp

aac
Asn
300

tgc
Cys

tte
Phe

ctt
Leu

cgc
Arg

gag
Glu
380

atg
Met

ttg
Leu

atc
Ile
205

gca
Ala

cgg9
Arg

acc
Thr

ace
Thr

cty
Leu
285

agt
Ser

teg
Ser

cgag
Arg

cga
Arg

act
Thr
365

cca

Pro

gag
Glu

gct
Ala
120

ata
Ile

ttt
Phe

atg
Met

aat
Asn

cac
His
270

cca
Pro

Tttt
Phe

gcg
Ala

atc
Ile

gtc
Val
350

gaa

Glu

gca
Ala

caa
Gln

22 JUL 2004
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175
ctt tac 576
Leu Tyr
tca aaa 624
Ser Lys
cee ctg €672
Pro Leu
aag ctg 720
Lys Leu
240
acg agt 768
Thr Ser
255
ctc ctt gle
Leu Leu
ctc aac 864
Leu Asn
tcc gtt 212
Ser Val
tge ttyg 960
Cys Leu
320
gaa ttt 1008
Glu Phe
335
gtg ata 1056
Val Ile
ttc aga 1104
Phe Arg
acc ttc 1152
Thr Phe
gat gag 1200
Asp Glu
400
1209
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<210> 4¢

<211> 402

<212> PRT

<213> Homo sapiens

<400> 46
Met Gly Ser Val Asn Glu Ser Cys Asp Asn Tyr Val Glu Ile Phe Asn
1 ) 10 15

Lys Ile Asn Tyr Phe Phe Arg Asp Asp Gln Val Ile Asn Gly Thr Glu
20 25 30

Tyr Ser Pro Lys Glu Phe Gly Tyr Phe Ile Thr Phe Ala Tyr Met Leu
35 . 40 45

Ile Ile Leu Phe Gly Ala Ile Gly Asn Phe Leu Thr Ile Ile Val Val
50 55 60

Ile Leu Asn Pro Ala Met Arg Thr Thr Arg Asn Phe Phe Ile Leu Asn
€5 70 75 80
Leu Ala Leu Ser Asp Phe Phe Val Cys Ile Val Thr Ala Pro Thr Thr

85 S0 95

Leu Tyr Thr Val Leu Tyr Met Phe Trp Pro Phe Ser Arg Thr Leu Cys
100 105 110

Lys Ile Ala Gly Ser Leu Gln Gly Phe Asn Ile Phe Leu Ser Thr Phe
115 120 125

Ser Ile Ala Ser Ile Ala Val Asp Arg Tyr Val Leu Ile Ile Phe Pro
130 _ 135 140

Thr Lys Arg Glu Arg Gln Gln Asn Leu Ser Phe Cys Phe Phe Ile Met
145 150 155 160

Ile Trp Val Ile Ser Leu Ile Leu Ala Val Pro Leu Leu Gln Ala Ser
165 170 175

Asp Leu Thr Pro Val Phe Val Glu Pro Ser Cys Asp Leu Ala Leu Tyr
180 185 190

Ile Cys His Glu Gln Asn Glu Ile Trp Glu Lys Met Ile Ile Ser Lys
195 200 205

Gly Thr Tyr Thr Leu Ala Val Leu Ile Thr Gln Tyr Ala Phe Pro Leu
210 215 220

Phe Ser Leu Val Phe Ala Tyr Ser Arg Ile Ala His Arg Met Lys Leu
225 230 235 240

Arg Phe Ala Asn Arg Asn Gln Asn Val Thr Thr Asn Thr Asn Thr Ser
245 250 255

Gln Arg Arg Arg Ser Val Val Glu Arg Gln Arg Arg Thr His Leu Leu
260 265 270

Leu Val Cys Val Val Ala Val Phe Ala Val Ala Trp Leu Pro Leu Asn
275 280 285
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Val Phe His Ile Phe Asn Thr Phe Glu Leu Val Asn Ser Phe Ser Val
2980 295 300

Thr Thr Phe Ser Ile Cys His Cys Leu Ala Met Cys Ser Ala Cys Leu
305 310 315 320

Asn Pro Leu Ile Tyr Ala Phe Phe Asn His Asn Phe Arg Ile Glu Phe
325 330 335

Met His Leu Phe Asp Arg Val Gly Leu Arg Ser Leu Arg Val val Ile
340 345 350

Phe Gly Glu Gln Glu Ser Leu Lys Lys Sexr Met Arg Thr Glu Phe Arg
355 360 365

Ser Arg Gly Gly Cys Lys Thr Val Thr Thr Ala Glu Pro Ala Thr Phe
370 375 380

Gln Arg Met Asn Glu Ser Met Ile Leu Ser Ala Met Glu Gln Asp Glu
385 is0 355 400

Gln Leu

<210> 47

<211> 31

<212> DNA

<213> Homo sapiens

<2205
<223> Description of Artificial Seguence: PCR primer

<220>
<223> AC7.1_F

<400> 47
gccgecatge tgtatgcaat tatagectte a _ 31

<210> 48

<211> 31

<212> DNA

<213> Homo sapiens

<220>
<223> Description of Artificial Sequence: PCR primer

<220>
<223> AC7.1_R

<400> 48
tctagatcag ggagaaagat tatttgtaga a 31

<210> 49

<21l> 31

<212> DNA

<213> Homo sapiens

<220>
<223> Description of Artificial Sequence: PCR primer
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«220>
<223> CO05B7.1_F

<400> 49
gccgecatgg cccgtgcagt caacatatet c

<210> 50

«211> 31

«212> DNA

<213> Artificial Sequence

220>

<223> Description of Artificial Sequence:

<220>
<223> CO09B7.1_R

<400> 50
tctagattat gaataggtga aagtgttgaa t

«210> 51

<211> 31

<212> DNA

«213> Artificial Seguence

<220>

<223> Description of Artificial Sequence:

<220>
<223> Cl0C6.2_F

<400> 51
gccgocatgg agggtggteg aaactgtgta a

<210> 52

<211> 31

<212> DNA

<213> Artificial Sequence

<220>

<223> Description of Artificial Segquence:

<220>
<223> C10C6.2_R

<400> 52
tctagattat aaaagttgat ctccagctcg a

<210> 53

<211> 31

«212> DNA

<213> Artificial Seguence

<220>

<223> Description of Artificial Sequence:

<220>
<223> C16D6.2_F

-76 -
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<400> 53
gccgccatga atggcoctccga ttgtctgaat ¢ : 31

<210> 54

<211> 31

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence: PCR primer

<220>
<223> Cl6D6.2_R

<400> 54
tctagatcac gtgcatagtyg tcgtcgaacg g 31

<210> 55

<211> 31

<212> DNA

<213> Artificial Sequence

<220
<223> Description of Artificial Sequence: PCR primer

<220>
<223> C25G6.5_F

<400> 55
gccgecatgg gatcggtgaa tgaatcatgt g 31

<210> 56

«211> 31

<212> DNA

<213> Artificial Sequence

«220>
<223> Description of Artificial Sequence: PCR primer

«220>
<223> C25G6.5_R

<400> 56
tctagatcaa ctcagtacce cttcaactat a 31

<210> 57

«<21i1s> 31

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Segquence: PCR primer

<220>
<223» C38C10.1_F

<400> 57
gccgcecatga ttatttttta tctttacgta g 3l

=77 -
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<210>
<211>
212>
<213>

<220>
<223>

<220>
<223>

<400>

58

31

DN2,

Artificial Sequence

Description of Artificial Sequence:

C38C10.1_R

58

tctagatcac cgttcatggc aactcagaag a

«<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>

5%

i1

DNA

Artificial Sequence

Description of Artificial Sequence:

C39E6.6_F

59

gecgecatgg aagttgaaaa ttttaccgac t

<210>
<21ll>
w212
<213>

<220>
<223>

<220>
<223>

<400>

60

31

DNA

Artificial Sequence

Description of Artificial Sequence:

C35E6.6_R

60

ctcgagtcag actagcgtgt cgttgacget g

<210>
<2ll>
<212>
«213>

<220>
223>

<220>
<2235

<400>

61

31

DNA

Artificial Seguence

PCR primer

PCR primer

PCR primer

Description of Artificial Segquence: PCR primer

C50F7.1_F

61

gecgocatga atacgtcatt tgtagageca t

<210>

62

-78 -
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<21l> 31
<212> DNA
<213> Artificial Sequence

«220>
«223> Description of Artificial Seguence: PCR primer

<220>
<223> CSOF7.1_R

<400> &2
tctagattaa caatcagaag tagatctttc c 31

<210> 63

<211> 31

«<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence: PCR primer

<220>
«<223> C56G3.1_F

<400> 63
gcecgecatgg aagtgaaaga tatagataac t 31

<210> 64

<211 31

<212> DNA

<213> Artificial Sequence

«<220>
<223> Description of Artificial Sequence: PCR primer

<220>
<223> C56G3.1_R

<400> 64
tctagattag acaaaactat ctttctcgat a 31

<210> 65

<211> 31

<212> DNA

<213> Artificial Sequence

<2205
<223» Description of Artificial Seguence: PCR primer

<220>
<223> FO1lEil.5_F

<400> 65
gcecgecatgt gottcogcaga aaaaggagaa g 31

<210> &6
<211 31
<212> DNA

.79 .
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<213> Artificial Sequence

<220>

<223> Description of Artificial Seguence:

<220>
<223> FO1E11.5_R

<400> 66
tctagattag acacgagaag ttgagectgog t

<210> &7

<211> 31

<212> DNA

<213> Artificial Sequence

<220>

<223> Description of Artificial Sequence:

<220>
<223> F35G8.1_F

<400> 67
gccgecatgg gactccaagg gegtgcaatt a

<210> 68

<211l> 31

<212> DNA

<213> Artificial Sequence

<220>

27 JUL 2004

<223> Description of Artificial Sequence: PCR primer

<220>
<223> F35G8.1_R

<400> 68
tctagattaa agatccgttc tgagaacttc g

<210> 695

<211> 31

<212> DNA

<213> Artificial Sequence

<2205

<223> Description of Artificial Sequence: PCR primer

<220>
<223> F41E7.3_F

<400> &9
gcocgecatgg aaatggaata tttecgecca t

<210> 70

<211l> 31

<212> DNA

<213> Artificial Seguence

- 80 -
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<220>
<223>

<220>
<223> F41E7.3_R

<400> 70

tctagattaa agcagaagcg tctgacaact t

<210> 71°

<211> 31

<212> DNA

<213> Artificial Sequence

<220>
<223>

«220>
<223> TOSAl.1_F

<400> 71

gccgeocatga tcaacgaaac agaagagaca t

<210> 72

<211> 31

<212> DNA

<213> Artificial Sequence

<220>
<223>

<220>

<223> TO541.1_R

<400> 72
ctcgagtcat tggcaaacaa aataagtata a

«210> 73

<211> 31

<212> DNA

<213> Artificial Sequence

<220>
<223>

<220>

<223> 2C412.1_F

<400> 73
gcegeocatgg gtgatgctga atctcatecat t

«210> 74

<211> 31

<212> DNA

<213> Artificial Seguence

<220>
<223>

~-81-
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220>
<223> ZC412.1_R

<400> 74
tctagattat tgtttcgttt cgaaacagac a 31

<210> 75

<211l> 31

<212> DNA

<213> Artificial Sequence

<220
<223> Description of Artificial Sequence: PCR primer

<220>
<223> C49A9.7_F

<400> 75
gccgceccatga caacgtgtcc cctaccacce a 31

«210> 76

<21l> 31

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence: PCR primerxr

<220>
<223> C49A9.7_R

<400> 76
tctagatcag aaateccgtat gegecategt t 31

<210> 77

<21l> 12

<212> PRT

<213> Caenorhabditis elegans/flp 3

<220>

<221> MOD_RES
<222> (12)
<223> AMIDATION

<400> 77
Ala Ser Glu Asp Ala Leu Phe Gly Thr Met Arg Phe
1 5 10

<210> 78

<211> 8

<212> PRT

<2135 Caenorhabditis elegans/flp 4

<220>
<221> MOD_RES
<222> (8)

<223> AMIDATION

.82 -
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<400> 78
Ala Ser Pro Ser Phe Ile Arg Phe
1 5

<210> 78
<211> 8

«<212> PRT
<213> A. suum

<220>
<223> AF3

<220>

<221> MOD_RES
<222> (8)

<223> AMIDATION

<400> 79
Ala Val Pro Gly Val Leu Arg Fhe
1 5

<210> B0

<211> 8

<212> PRT

«213»> Caencrhabditis elegans/fln 18

«220>

<221> MOD_RES
<222> [8)

«223> AMIDATION

<400> 80
Asp Val Pro Gly Val Leu Arg Phe
1 5

<210> 81

<211> 11

<212> PRT

<213> Caenorhabditis elegans/flp 3

<220> *
<221> MOD_RES
<222> (11)

<223> AMIDATION

<400> B1
Glu Ala Glu Glu Pro Leu Gly Thr Met Arg Phe
1 8 10

<210> 82

<211> 12

<«212> PRT

«213> Caenorhabditis elegans/flp 2

«<220>
<221> MOD_RES
<222> (12)

«223> AMIDATION
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<400> 82

Glu Asp Gly Asn Ala Pro Phe Gly Thr Met Arg Phe

1 5 10

<210> 83

<211> 14

<212> PRT

<213> Caenorhabditis elegans/flp 14

<220>

<221> MOD_RES
<222> (14}
<223> AMIDATION

<400> 83

Glu Ile Val Phe His Gln Ile Ser Pro Ile Phe Phe Arg Phe

1 5 10

<210> 24
<211> S

«212> PRT
<213> A. suum

<220>

<223> AP4

<220>
«221> MOD_RES
<222> (9)

<223> AMIDATION

<400> 84
Gly Asp Val Pro Gly Val Leu Arg Phe
1 5

<210= 85§

<211> 9

<212> PRT

«213> Caenorhabditis elegans/flpls

<220>

<221> MCD_RES
<222> (9)

«223> AMIDATION

<400> 85
Gly Gly Pro Gln Gly Pro Leu Arg Phe
1 5

<210> 86

<211> 9

<212> PRT

<213> A. suum/C.elegans {(flp 21)

<220>
<223> AF9

-84
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<220
<221> MOD_RES
<222> (9}

<223> AMIDATION

<400> B6
Gly Leu Gly Pro Arg Pro Leu Arg Phe
1 5

<210> B7
<211> 8

<212> PRT
<213> A. suum

<220>
<223> AF20

<220>

<221> MOD_RES
<222> {8)

<223> AMIDATION

<400> 87
Gly Met Pro Gly Val Leu Arg Phe
1 5

<210> 88
<211l> 7

<212> PRT
<213> Manduca

<220>

<221> MOD_RES
222> (7)

«<223> AMIDATION

<400> 88
Gly Asn Ser Phe Leu Arg Phe
1 5

«210> B9

<211> 8

«<212> PRT

<213> Caencrhabditis elegans/flp 15

«220>

<221> MOD RES
«222> {8)

<223> AMIDATION

<400> B89
Gly Pro Ser Gly Pro Leu Arg Phe
1 5

<210> 90
<211> &
«212> PRT

-85-



7 7 2L 2004
WO 01/38533 PCT/US00/32225

<213> Artificial Sequence

<220>

<221> SITE

<222> {3)

<223> Xaa=Norleucine

«220>

<221> MOD_RES
<222> (5)

<223> AMIDATION

<220>
<223> Description of Artificial Seguence: Synthetic

<400> 90
Ile Leu Xaa Arg Phe
1 5

<210> 91

<211> 7

<212> PRT

<213> Caenorhabditis elegans/flp 1

<220>

<221> MOD_RES
<222> (7)

<223> AMIDATION

<400> 91
Lys Pro Asn Phe Leu Arg Phe
1 5

<210> 92

<211> @

<212> PRT

<213> Caenorhabditis elegans/flp 18

<220>

<221> MOD_RES
<222> (9)

<223> AMIDATICN

<400> 92 :
Lys Ser Val Pro Gly Val Leu Arg Phe
1 5

<210> 93

<211> 10

<212> PRT

<213> Caenorhabditis elegans/flpll

<220>
«221> MOD_RES
<222> (10)

<223> AMIDATION

<400> 93
Asn Gly Ala Pro Gln Pro Phe Val Arg Phe
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<210> 94
<211l> 10
<212> PRT
<213> Locust

<220>
<223> SchistoFLRFa

<220>

<221> MOD_RES
<222> (10}
<2%23> AMIDATION

<400> 954
Pro Asp Val Asp His Val Phe Leu Arg Phe
1 5 10

<210> 95
<211 11
<212> PRT
«<213> Locust

«220>
<223> leucomyosuppressin

<220>

221> MOD_RES
<222> (11)
<223> AMIDATION

<220>

<221> SITE
<222> (1)

«223> Xaa= pyro

<400> 95
Xaa Glu Asp Val Asp His Val Phe Leu Arg FPhe
| 1 5 1o

<210> 96

<2}1> 13

<212> PRT

<213> Caenorhabditis elegans/flp3

<220>
<221> MOD_RES

<222> {13)
«223> AMIDATION

<400> 86
Ser Ala Asp Asp Ser Ala Pro Phe Gly Thr Met Arg Phe
1 5 10

<210> 97
<211> 10
<212> PRT
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<213> Caenorhabditis elegans/flp 3

<22Q>

<221> MOD_RES
<222> (10)
223> AMIDATION

<400> 97
Ser Ala Glu Prc Phe Gly Thr Met Arg Phe
1 5 1G

<210> 98

<211> 9

<212> PRT

<213> Caenorhabditis elegans/flp 18

<220>

<221> MOD_RES
222> (9)

<223> BAMIDATION

<400> 98
Ser Glu Val Pro Gly Val Leu Arg Phe
1 5

<210> 99

<211> B

<212> PRT

<213> Caenorhabditis elegans/flp 3

«220>

<221> MOD_RES
«<222> (8)

«223> AMIDATION

<400> 9%
Ser Pro Leu Gly Thr Met Arg Phe
1 5

<210> 100

<211> B

<212> PRT

«<213> Caenorhabditis elegans/flp 18

<220>

<221> MOD_RES
«<222> (8)

<223> AMIDATION

<400> 100
Ser vVal Pro Gly Val Leu Arg Phe
1 5

«<210> 101

<211> 10

«212> PRT

«213> Drosophila
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<220>

<221> MOD_RES
<222> (10)
«223> AMIDATION

<400> 101
Thr Asp Val Asp His Val Phe Leu Arg FPhe
1 5 10

«210> 102
«211> 8

<212> PRT
<213> lobster

<220>
<223>» Lobster peptide II

<220>

<221> MOD_RES
<222> (B}

<223> AMIDATION

<400> 102
Thr Asn Arg Asn Phe Leu Arg Phe
1 5

<210> 103
<211> 11
<«212> PRT
<213> locust

<220>

<221> SITE
<222> (1)

<223> Xaa=IodoY

<220>

<221> MOD_RES
«222> (11)
<223> AMIDATION

<400> 103
Xaa Pro Asp Val Asp His val Phe Leu Arg Phe
1 5 10

<210> 104
<211> 1193
<212> DNA
<213> Homo sapiens

<220>
«221> CDS
<222> (1)..({1181)

<220>
<223> Clone identifier: CEGPCR19.Z

<400> 104

223Ut 2004
PCT/US0/32225

atg gtt agt tcg gocg goc ace att tcg acce att tca acc aca acg act 48
Met Val Ser Ser Ala Ala Thr Ile Ser Thr Ile Ser Thr Thr Thr Thr

1 5 10

-89 .
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cece tec ace atc agc aac gtt atc aca agt cat tcg aac aat ggc tcg 96
Pro Ser Thr Ile Ser Asn Val Ile Thr Ser His Ser Asn Asn Gly Ser
20 25 30

tgc att cag atc gct gag gcg att gcocg gca caa ggce atc gat gat att 144
Cys Ile Gln Ile Ala Glu Ala Ile Ala Ala Gln Gly Ile Asp aAsp Ile
3s 40 45

act gta gac ttt tac atc cga tca atc ttc aca ttc ctc tac ggg ttc 192
Thr Val Asp Phe Tyr Ile Arg Ser Ile Phe Thr Phe Leu Tyr Gly Phe
50 ES 60

ctg trt gta tta ggc att ttt gga aac ggc ggce gta ¢ta tgg gcg gty 240
Leu Phe Val Leu Gly Ile Phe Gly Asn Gly Gly Val Leu Trp Ala val
65 70 7% 80

gcg aga aac aag ¢gg ctc caa tcg gect ©cgc aac gta ttt ctg ctc aac 288
Ala Arg Asn Lys Arg Leu Gln Ser Ala Arg Asn Val Phe Leu Leu Asn
B85 90 95

ttg atc ttc acc gat ttg ata ttg gtg ttc aca gcg att cca gtc aca 336
Leu Ile Phe Thr Asp Leu Ile Leu Val Phe Thr Ala Ile Pro Val Thr
100 105 110

cca tgg tac gcg atg acc aaa gac tgg gca ttc ggg tca gtg atg tgce 384
Pro Trp Tyr Ala Met Thr Lys Asp Trp Ala Phe Gly Ser Val Met Cys
115 ' 120 128

cat tta gtt cct ttg tca aat tcg tgt tcg gtg ttt gtg acg agt tgg 432
His Leu Val Pro Leu Ser Asn Ser Cys Ser Val Phe Val Thr Ser Trp
130 135 140

agc cte act-gca atc tcc tta gat aaa ttt ctg cat atc aac gat ccc 480
Ser Leu Thr Ala Ile Ser Leu Asp Lys Phe Leu His Ile Asn Asp Pro
145 150 155 160

acc aaa caa cca gtt tect att cgt caa gcg ttg gca ata aca ttt ctt 528
Thy Lys Gln Pro Val Ser Ile Arg Gln Ala Leu Ala Ile Thr Phe Leu
165 170 175

atc tgg ata gtc tca aca ctg ata aat cta ccg tat ctt atg tct ttc 576
Ile Trp Ile Val Ser Thr Leu Ile Asn Leu Pro Tyr Leu Met Ser Phe
180 185 190

gag cac gtc gat gga agc ttt tac gtt cag ccc gga gaa act cca tac €24
Glu His Val Asp Gly Ser Phe Tyr Val Gln Pro Gly Glu Thr Pro Tyr
185 200 205

tgc ggg cac ttt tgc gac gag gcg aat tgg cag agc gaa aat agt cga 672
Cys Gly His Phe Cys Asp Glu Ala Asn Trp Gln Ser Glu Asn Ser Arg
210 215 220

aag att tac gga act acg gttt atg ttg tta cag ttc gtc gtg ccg atg 720
Lys Ile Tyr Gly Thr Thr Val Met Leu Leu Gln Phe Val Val Pro Met
225 230 235 240

gca gtg atc acg tat tgc tac ttc aaa atc ttg caa aaa gtg tca aaa 768
Ala val Ile Thr Tyr Cys Tyr Phe Lys Ile Leu Gln Lys Vval Ser Lys
245 250 255
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gac atg atc
Asp Met Ile

cag aga agt
Gln Arg Ser
275

att gca atg
Ile Ala Met
290

ctc aat ttg
Leu Asn Leu
305

cag ccg ttc
Gln Pro Phe

gtc gtc tgg
Val val Trp

cgt tcc gga
Arg Ser Gly
355

gca ggt ggt
Ala Gly Gly
370

ace tet act
Thr Ser Thr
385

<210> 105
«<211> 397
«212> PRT

atc
Ile
260

gat
Asp

gtt
Val

gtc
Val

ttc
Phe

aac
Asn
340

ctg

Leu

tce
Ser

cat
His

caa
Gln

gcg
Ala

gtc
Val

aaa
Lys
tgg
325
cct

Pro

tca
Ser

gga
Gly

tcg
Ser

<213> Homo sapiens

<400> 105
Met Val Sex
1
Pro Ser Thr
Cys Ile Gln
35

Thr val Asp
50

Leu Phe Val
65

Ala Arg Asn

Ser

Ile

20

Ile

Phe

Leu

Lys

Ala

=1
Ser
Ala
Tyr

Gly

Arg
85

aat
Asn

acg
Thr

aca
Thr

gat
Asp
310

gca
Ala

ctg
Leu

aaa
Lys

ttg
Leu

gac
Asp
390

Ala

Asn

Glu

Ile

Ile

70

Leu

gct
Ala

tca
Ser

cet
Phe
295
ttt
Phe

ata
Ile

cta
Leu

ata
Ile

cga
Arg
375

aga
Arg

Thr

Val

Ala

Arg

55

Phe

Gln

caa
Gln

cga
Arg
280

atc
Ile

aaa
Lys

aat
Asn

ttc
Phe

ctc
Leu
360

999
Gly

tgt
Cys

Ile
Ile
Ile

40
Ser

Gly

Ser

tte tgt
Phe Cys
265

aag aag
Lys Lys

999 tgt
Gly Cys

aaa gag
Lys Glu

gct cac
Ala His
330
ttt tgg
Phe Trp
345
aac tca
Asn Ser

atc cag
Ile Gln

gca gge
Ala Gly

Ser Thr
10

Thr Ser
25

Ala Ala
Ile Phe

Asn Gly

Ala Arg
90

-91] -

caa
Gln

aaa
Lys

tag
Trp

cce
Pro
315

gtc
val

ctg
Leu

aca
Thr

cta
Leu

aac
Asn
3585

Ile

His

Gln

Thr

Gly

75

Asn

tca
Ser

gtg
vVal

ttyg
Leu
300
gaa
Glu

ata
Ile

aca
Thr

gag
Glu

cac
His
380

tct
Ser

Ser
Ser
Gly
Phe

60

Vval

val

ctg
Leu

aat
Asn
28%
cct
Pro

tgg
Trp

gce
Rla

cga
Arg

ggt
Gly
365

gac

Asp

tce
Phe

Thr
Asn
Ile

45
Leu

Leu

Phe

aca
Thr
270
tat
Tyr

tta
Leu

cta
Leu

atg
Met

aaa
Lys
350

tcg

Ser

ctc
Leu

ta

Thr
Asn
30

Asp

Tyr

Trp

Leu

27 JUL 2004
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caa
Gln

atct
Ile

aca
Thr

aaa
Lys

tcc
Ser
335

caa
Gln

aaa
Lys

ctc
Leu

Thr

15
Gly
Asp
Gly

Ala

Leu
95

aag
Lys

cta
Leu

tta
Leu

cgt
Arg
320

tta

Leu

aaa
Lys

aaa
Lys

ccg
Pro

Thr

Ser

Ile

Phe

val

80

Asn

816

B4

912

260

1008

1056

1104

1152

1183
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Leu Ile Phe Thr Asp Leu Ile Leu Val Phe Thr Ala Ile Pro Val Thr
: 100 105 110

Pro Trp Tyr Ala Met Thr Lys Asp Trp Ala Phe Gly Ser Val Met Cys
115 120 125

His Leu Val Pro Leu Ser Asn Ser Cys Ser Val Phe Val Thr Ser Trp
130 135 140

Ser Leu Thr Ala Ile Ser Leu Asp Lys Phe Leu His Ile Asn Asp Pro
145 150 155 160

Thr Lys Gln Pro Val Ser Ile Arg Gln Ala Leu Ala Ile Thr Phe Leu
165 170 175

Ile Trp Ile Val Ser Thr Leu Ile Asn Leu Pro Tyr Leu Met Ser Phe
180 185 190

Glu His Val Asp Gly Ser Phe Tyr Val Gln Pro Gly Glu Thr Pro Tyr
195 200 205

Cys Gly His Phe Cys Asp Glu Ala Asn Trp Gln Ser Glu Asn Ser Arg
210 215 220

Lys Ile Tyr Gly Thr Thr Val Met Leu Leu Gln Phe Val Val Pro Met
225 230 235 240
Ala Vval Ile Thr Tyr Cys Tyr Phe Lys Ile Leu Gln Lys Val Ser Lys

245 250 255

Asp Met Ile Ile Gln Asn Ala Gln Phe Cys Gln Ser Leu Thr Gln Lys
260 265 270

Gln Arg Ser Asp Ala Thr Ser Arg Lys Lys Lys Val Asn Tyr Ile Leu
275 280 285

Ile Ala Met Val Val Thr Phe Ile Gly Cys Trp Leu Pro Leu Thr Leu
290 235 300 -

Leu Asn Leu Val Lys Asp Phe Lys Lys Glu Pro Glu Trp Leu Lys Arg
305 310 315 320

Gln Pro Phe Phe Trp Ala Ile Asn Ala His Vval Ile Ala Met Ser Leu
325 330 335

Val Val Trp Asn Pro Leu Leu Phe Phe Txp Leu Thr Arg Lys Gln Lys
340 345 350

Arg Ser Gly Leu Ser Lys Ile Leu Asn Ser Thr Glu Gly Ser Lys Lys

ass 360 365
Ala Gly Gly Ser Gly Leu Arg Gly Ile Gln Leu His Asp Leu Leu Pro
370 375 380
Thr Ser Thr His Ser Asp Arg Cys Ala Gly Asn Ser Phe
385 390 385
<210> 106
«211> 1301
<212> DNA

<213> Homo sapiens

-02.
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<220>
«221> CBS
«222> {1}..(1299)

<220>
<223> Clone identifier: CEGPCR1S5.1

<400> 106
atg gtt agt tcg gcg gec acc att tecg acc att tca acc aca acg act 48
Met Val Ser Ser Ala Ala Thrxr Ile Ser Thr Ile Ser Thr Thr Thr Thr

1 5 10 15

cce tcc acc atc age aac gttt atc aca agt cat tcg aac aat ggc tcg 96
Pro Ser Thr Ile Sexr Asn Val Ile Thr Ser His Ser Asn Asn Gly Ser
20 25 30

tgc att cag atc gct gag gog att gog gca caa ggc atc gat gat att 144
Cys Ile Gln Ile Ala Glu Ala Ile Ala Ala Gln Gly Ile Asp Asp Ile
35 40 45

act gta gac ttt tac atc cga tca atc ttc aca ttc ctc tac ggg ttce 192
Thr Val Asp Phe Tyr Ile Arg Ser Ile Phe Thr Phe Leu Tyr Gly Phe
50 55 60

ctg ttt gta tta ggc att ttt gga aac ggc ggc gta cta tgg gcg gtg 240
Leu Phe Val Leu Gly Ile Phe Gly Asn Gly Gly Val Leu Trp Ala val
g8 70 75 g0

2 R $a2

gcg aga aac aag ©gg ctc caa tcg gcoct cge aac gta ttt ctg ctc aac 288
Ala Arg Asn Lys Arg Leu Gln Ser Ala Arg Asn Val Phe Leu Leu Asn
85 50 S5

ttg atec ttc acc gat ttg ata ttg gtg ttc aca gcg att cca gtc aca 336
Leu Ile Phe Thr Asp Leu Ile Leu Val Phe Thr Ala Ile Pro Val Thr
100 105 110

cca tgg tac gcg atg acc aaa gac tgg geca tte ggg tca gtg atg tge 384
Pro Trp Tyr Ala Met Thr Lys Asp Trp Ala Phe Gly Ser Val Met Cys
115 120 125

cat tta gtt cct ttg tca aat tcg tgt teg gtg tktt gtg acg agt tgg 432
His Leu Val Pro Leu Ser Asn Ser Cys Ser Val Phe val Thr Ser Trp
130 135 140

agc ctec act gca atc tecc tta gat aaa ttt ctg cat atc aac gat ccc 480
Sexr Leu Thr Ala Ile Ser Leu Asp Lys Phe Leu His Ile Asn Asp Pro
145 i50 155 160

acc aaa caa cca gtt tct att cgt caa gcg ttg gca ata aca ttt ctt 528
Thr Lys Gln Pro Val Ser Ile Arg GIln Ala Leu Ala Ile Thr Phe Leu
165 170 175

atc tgg ata gtc tca aca ctg ata aat cta ccg tat ctt atg tct ttc 576

Ile Trp Ile Val Ser Thr Leu Ile Asn Leu Pro Tyr Leu Met Ser Phe
180 185 190

gag cac gtc gat gga agc ttt tac gtt cag ccc gga gaa act cca tac 624
Glu His Val Asp Gly Ser Phe Tyr Val Gln Pro Gly Glu Thr Pro Tyr
195 200 205

tgec ggg cac ttt tgc gac gag gcg aat tgg cag agc gaa aat agt cga 672

-03 .
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Cys

aag
Lys
228

gca
Ala

gac
Asp

cag
Gln

att
Ile

ctc
Leu
3o0s

cag
Gln

gtc
val

cat
Arg

ttt
Phe

aac
Asn
385

aga
Gly

atg
Val

ctg
Leu

Gly
210

att
Ile

gtg
val

atg
Met

aga
Arg

gca
Ala
250

aat

Asn

cecg
Pro

gtc
val

tcc
Ser

gce
Ala
370

aat
Asn

tec
Ser

cag
Gln

ta

His

tac
Tyr

atc
Ile

atc
Ile

agt
Ser
275

atg
Met

ttg
Leu

tte
Phe

tag
Trp

gga
Gly
355

agt

Serxr

attc
Ile

agce
Ser

gca
Ala

«210> 107
<211> 433
<212> PRT

Phe

g9a
Gly

acg
Thr

atc
Ile
260

gat
Asp

gtt
Val

gtc
Val

tte
Phe

aac
Asn
340

ctg
Leu

aga
Arg

gac
Asp

tac

Tyr

act
Thr
420

Cys

act
Thr

tat
Tyr
245

caa
Gln

gcg
Ala

gtc
Val

aaa
Lys

tgg
Trp
325

cet
Pro

tca
Ser

gtg
val

agg
Arg

acg
Thr
405

ctt
Leu

Asp

acg
Thr
230

tge
Cys

aat
Asn

acg
Thr

aca
Thr

gat
Asp
310

gca
Ala

ctg
Leu

aaa
Lys

agt
Ser

gtt
Val
390

acc

Thr

tct
Ser

Glu
215

gtt
Val

tac

Tvr

gct
Ala

tca
Ser

o of of
Phe
295

ttt
Phe

ata
ile

cta
Leu

ata
Ile

aac
Asn
375

cga

Arg

teo
Ser

aat
Asn

Ala

atg
Met

ttc
Phe

caa
Gln

cga
Arg
280

atc
Ile

aaa
Lys

aat
Asn

ttc
Phe

ctc
Len
360

tcg
Ser

aaa

Lys-

tece
Ser

gg9c¢
Gly

Asn

ttg
Leu

aaa
Lys

tte
Phe
265

aag
Lys

999
Gly

aaa
Lys

gct
Ala

ttt
Phe
345

aac
Asn

atc
Ile

aag
Lys

cga
Arg

tcyg
Ser
425

Trp

tta
Leu

atc
Ile
250

tgt
Cys

aag
Lys

tgt
Cys

gag
Glu

cac
His
330

tgg
Trp

tca
Ser

<gg
Arg

cag
Gln

cct
Pro
410

acg
Thr

-94 -

Gln

cag
Gln
2358

ttg
Leu

caa
Gln

aaa
Lys

tgg
Trp

ccc
Pro
315

gtc
Val

ctg
Leu

aca
Thr

cgg
Arg

gtg
val
395

cta

Leu

agt
Ser

Ser
220

ttc
Phe

caa
Gln

tca
Ser

gtg
val

ttg
Leu
300

gaa
Glu

ata
ile

aca
Thr

gag
Gliu

tca
Ser
3BO

gtt
Val

ctc
Leu

act
Thr

Glu

gtc
Val

aaa
Lys

ctg
Leu

aat
Asn
285

cct
Pro

tgg
Trp

gcc
Ala

cga
Arg

att
Ile
365

acg

Thr

ctg
Leu

atc
Ile

acc
Thr

Asn

gtg
Val

gtg
Val

aca
Thr
270

tat
Tyr

tta
Leu

cta
Leu

atg
Met

aaa
Lys
350

gtg
val

Lttt
Phe

gat
Asp

cgg
Arg

cgc
Arg
430

22 JUL 2604

PCT/USO0/32225
Ser Arg
ccg atg 720
Pro Met
240
tca aaa 768
Ser Lys
255
caa aag 816
Gln Lys
att cta 864
Ile Leu
aca tta 812
Thr Leu
aaa cgt 960
Lys Arg
320
tcec tta ioos
Ser Leu
335
caa aaa 1056
Gln Lys
tce teog 1104
Ser Ser
cgg aga 1152
Arg Arg
tgc gag 1200
Cys Glu
400
aca gat 1248
Thr Asp
415
gag atg 1296
Glu Met
1301
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<213> Homo sapiens

<400> 107
Met Val Ser Ser Ala Ala Thr Ile Ser Thr Ile Ser Thr Thr Thr Thr
1l 5 10 15

Pro Ser Thr Ile Ser Asn Val Ile Thr Ser His Ser Asn Asn Gly Ser
20 25 30

Cys Ile Gin Ile Ala Glu Ala Ile Ala Ala Gln Gly Ile Asp Asp Ile
'35 40 45

Thr Val Asp Phe Tyr Ile Arg Ser Ile Phe Thr Phe Leu Tyr Gly Phe
S0 55 60

Leu Phe Val Leu Gly Ile Phe Gly Asn Gly Gly Val Leu Trp Ala Val
65 70 75 BO

Ala Arg Asn Lys Arg Leu Gln Ser Ala Arg Asn Val Phe Leu Leu Asn
85 90 85

Leu Ile Phe Thr Asp Leu Ile Leu Val Phe Thr Ala Ile Pro Val Thr
100 1065 110

Pro Trp Tyr Bla Met Thr Lys Asp Trp Ala Phe Gly Ser Val Met Cys
115 120 125

His Leu Val Pro Leu Ser Asn Ser Cys Ser Val Phe Val Thr Ser Trp
130 135 140

Ser Leu Thr Ala Ile Ser Leu Asp Lys Phe Leu His Ile Asn Asp Pro
145 150 155 160

Thr Lys Gln Pro Val Ser Ile Arg Gln Ala Leu Ala Ile Thr Phe Leu
165 170 175

Ile Trp Ile Val Ser Thr Leu Ile Asn Leu Pro Tyr Leu Met Ser Phe
180 185 190

Glu His Val Asp Gly Ser Phe Tyr Val Gln Pro Gly Glu Thr Pro Tyr
155 200 205

Cys Gly His Phe Cys Asp Glu Ala Asn Trp Gln Ser Glu Asn Ser Arg
210 215 220

Lys Ile Tyr Gly Thr Thr Val Met Leu Leu Gin Phe Val Val Pro Met
225 230 235 240

Ala Vval Ile Thr Tyr Cys Tyr Phe Lys Ile Leu Gln Lys Val Ser Lys
245 250 255

Asp Met Ile Ile Gln Asn Ala Gln Phe Cys Gln Ser Leu Thr Gin Lys
260 265 270

Gln Arg Ser Asp Ala Thr Ser Arg Lys Lys Lys Val Asn Tyr Ile Leu
275 280 285

Ile Ala Met Val val Thr Phe Ile Gly Cys Trp Leu Pro Leu Thr Leu
250 295 300

-95.
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Leu Asn Leu Val Lys Asp Phe Lys Lys Glu Pro Glu Trp Leu Lys Arg
305 310 315 320

Gin Pro Phe Phe Trp Ala Ile Asn Ala His Val Ile Ala Met Ser Leu
325 330 335

val Val Trp Asn Pro Leu Leu Phe Phe Trp Leu Thr Arg Lys Gln Lys
340 345 350

Axg Ser Gly Leu Ser Lys Ile Leu Asn Ser Thr Glu Ile Val Ser Ser
355 360 365

Phe Ala Ser Arg Val Ser Asn Ser Ile Arg Arg Ser Thr Fhe Arg Arg
370 375 380

Asn Asn Ile Asp Arg Val Arg Lys Lys Gln Val Val Leu Asp Cys Glu
385 390 395 400

Gly Ser Ser Tyr Thr Thr Ser Ser Arg Pro Leu Leu Ile Arg Thr Asp
405 410 415

val Gln Ala Thr Leu Ser Asn Gly Ser Thr Ser Thr Thr Arg Glu Met
420 425 430

Leu

<210> 108

<211> 1277

«<212> DNA

<213> Homo sapiens

<220>
<2235 Clomne identifier: CEGPCR21 (F02ES8.2)

<2203
<221> CDS
«222> (1)..{(1275)

<400> 108
atg aca cat gac aat gaa tat caa tct gca ctt gta ttc gat aga att 48
Met Thr His Asp Asn Glu Tyr Gln Ser Ala Leu Val Phe Asp Arg Ile

} 1 5 10 15

aga cga tta atc tta aac aac tcg aat acc cca ata acg aca aaa gag s6e
Arg Arg Leu Ile Leu Asn Asn Ser Asn Thr Pro Ile Thr Thr Lys Glu
20 25 30

ctt ata aag cat tgc ttt cat cca gat gtt cag ttt ctt gct cac atg 144
Leu Ile Lys His Cys Phe His Pro Asp Val Gln Phe Leu Ala His Met
. 35 40 45

acc ctg aaa tcg ttg gat cat ccc ggt gaa cag ttt aat aat tca tceca 132
Thr Leu Lys Ser Leu Asp His Pro Gly Glu Gln Phe Asn Asn Ser Ser
50 55 60

aat caa ctt tta tta gat cgc gect ttt cta aac cca ata ctc aca ctce 240
Asn Gln Leu Leuw Leu Asp Arg Ala Phe Leu Asn Pro Ile Leu Thr Leu
65 70 75 BD

att ttt gtt ttt gtc ggg ctt gtg ggt ctc att ggc aat ttg ctc aca 288

Ile Phe Val Phe Val Gly Leu Val Gly Leu Ile Gly Asn Leu Leu Thr
85 90 85

-66-
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gtt
Val

ttc
Phe

gtt
val

att
Ile
145

ttt
Phe

acg
Ala

gtt
Val

att
Ile

tte
Phe
225

cca
Pro

ttt
Phe

gtc
Val

gga
Gly

aat
Asn
305

gtc
val

atc
Ile

ttg
Leu

tcg
Ser
130

ttt
Phe

gct
Ala

att
Ile

aaa
Lys

ttc
Phe
210

aat
AsIi

gat
Asp

gta
val

aca
Thr

act
Thr
290

aac
Asn

caa
Gln

gtg
val

gca
Ala
115

ttt
Phe

gga
Gly

tca
Ser

tgt
Cys

agg
Arg
185

att
Ile

cgc
Arg

agt
Ser

ctt
Leu

ttg
Leu
275

gct
Ala

tct
Ser

ccg
Pro

atg
ile
100

aat
Asn

gac
Asp

tat
Tyr

att
Ile

tat

Tyr
180

tet
Phe

ggc
Gly

caa
Gln

ttc
Phe

ccc
Pro
260

aac
Asn

cgt
Arg

aac

Asn

ceg
Pro

ttce
Phe

ctt
Leu

ttg
Leu

tgc
Cys

ctc
Len
165

cct
Pro

ata
Ile

tct
Ser

atg
Met

ttc
Phe
245

ttg
Leu

gag
Glu

agt
Ser

act
Thr

cga
Arg
325

aag
Lys

gct
Ala

gtg
val

tct
Ser
150

aca
Thr

ttr
Phe

ctg
Leu

atg
Met

act
Thr
230

€gg
Arg

ttc
Phe

atg
Met

gat
Asp

caa
Gln
310

agt
Ser

aca
Thr

acc
Thr

aat
Asn
135

ctt
Leu

att
Ile

tece
Ser

ctt
Len

tte
Phe
215

tat
Tyr

tac
Tyr

ttc
Fhe

tce
Ser

agt
Ser
295

agt
Ser

caa
Gln

aat
Asn

ggc
Gly
120

acc
Ile

aca
Thr

gtt
val

cat
His

att

Ile
200

aaa
Lys

atc
Ile

cca
Pro

act
Ile

aat
Asn
280

gga
Gly

[ ol

Phe

caa
Gln

tcec
Ser
105

gac
Asp

tgg
Trp

agce
Ser

ctt
Leu

aga
Arg
i8S

tgg
Trp

cga
Arg

ggt
Gly

Lttt
Phe

att
Ile
265

teg

Sex

gct
Ala

ccg

Pro

gecc
Ala

ctg
Leu

ttc
Phe

aac
Asmn

act
Thr

ttg
Leu
170

aca
Thr

ttc
Phe

gtg
val

cga
Arg

gaa
Glu
250

tat
Tyr

act
Thr

Tttt
Phe

cta
Leu

cag
Gln
330

-97-

cac
His

tgt
Cys

gat
Asp

ttt
Phe
155

acg
Thr

att
Ile

gta
val

tct
Se;

tgt
Cys
235

tca
Ser

tgt
Cys

cat
His

cct
Pro

aca
Thr
315

aaa
Lys

tcg
Ser

ctc
Leu

gag
Glu
140

ata
1le

gca
Ala

ttc
Phe

gca
Ala

caa
Gln
220

gat
Asp

gca
Ala

tac

Tyr

gtg
val

ttt
Phe
300

gtc
Val

atg
Met

cac
His

atc
Ile
125

gaa
Glu

tct
Ser

gaa
Glu

gac
Asp

ctt
Leu
208

gac
Asp

ttg
Leun

ata
Ile

ttce
Phe

cac
His
285
cee

Pro

cat
His

gtc
Val

aca
Thr
110

gtt
val

ccg
Pro

cty
Leu

aga
Arg

gag
Glu
190

ctt
Leu

ttt
Phe

gtg
Val

acc
Thr

cag
Arg
270

act
Thr

cat
His

act

Thr

att
Ile

223 100

PCT/US00/32225
aac tat 336
Asn Tyr
gtt gga 384
Val Gly
ctg gac 432
Leu Asp
ttc aca 480
Phe Thr

160
ttt aca 528
Phe Thr
175
aag cgt 576
Lys Arg
cca tca 624
Pro Ser
tgt ggc 672
Cys Gly
aca tct 720
Thr Ser

240
atc act 768
Ile Thr
255
att cta 816
Ile Len
cca gtc B64
Pro val
aca tct 912
Thr Ser
aaa aat 960
Lys Asn

320
aag atg i008
Lys Met
3215



