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<160> 20

<170> PatentlIn Ver.

<210> 1
<211> 44

1

<212> DNA
<213> Homo sapiens

<220>

<221> CDS

<222> (1)..(441)

<223> Hu-Leptin

<400> 1

gtg ccc

Val Pro
1l

att gtc
Ile Val

aaa cag
Lys Gln

ctg acc
Leu Thr
50

cte acc
Leu Thr
65

gag aac

Glu Asn

cac ttg
His Leu

gtc ctg
Val lLeu

ate
Ile

acc
Thr

aaa
Lys
35

tta
Leu

agt
Ser

cte
Leu

cce
Pro

gaa
Glu
115

caa
Gln

agg
20

gte
vVal

tce
Ser

atg
Met

cgg
Arg

tag
Trp
100

gct
Ala

aaa
Lys

atc
Ile

ace
Thr

aag
Lys

cct
Pro

gat
Asp
85

gce
Ala

tca
Ser

2.0

gtec
Val

aat
Asn

ggt
Gly

atg
Met

tce
Ser
70

ctt
Leu

agt
Ser

gge
Gly

caa
Gln

gac
Asp

ttg
Leu

gac
Asp
55

aga
Arg

ctt
Leu

ggc
Gly

tac -
Tyr

gat
Asp

att
Ile

gac
Asp
40

cag
Gln

aac
Asn

cac
His

ctg
Leu

tCce
Ser
120

gac
Asp

tca
Ser
25

tte
Phe

aca
Thr

gtg
val

gtg
Val

gag
Glu
105

aca
Thr

ace
Thr
10

cac
Ris

att
Ile

ctg
Leu

atc
Ile

ctg
Leu

acc
Thr

gag
Glu

aaa acc
Lys Thr

acg cag
Thr Gln

cct gag
Pro Gly

gca gtc
Ala Val
60

caa ata
Gln Ile
75

gee tte
Ala Phe

ttg gac
Leu Asp

gtg gty
Val Val

ctc
Leu

tca
Ser

ctc
Leu
45

tac
Tyr

tece
Ser

tct
Ser

agc
Ser

gcc
Ala
125

atc
Ile

gtc
Val
30

cac

His

caa
Gln

aac
Asn

aag
Lys

ctg
Leu

aag
Lys
15

tece
Ser

cce
Pro

cag
Gln

gac
Asp

agce
Ser

999
Gly

110

ctg
Leu

agc
Ser

PCT/US00/00352

aca

Thr

tce
Ser

atc
Ile

atc
Ile

ctg
Leu
80

tgc
Cys

ggt
Gly

agyg

48

96

144

192

240

288

336

384
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25
é30
535
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50

33

60

65

WO 00/40615

130
ggg tgc tga
Gly Cys
145
<210> 2
<211> 146
<212> PRT
<213> Homo sapiens
<400> 2
Val Pro Ile Gln Lys
1 . 5
Ile Val Thr Arg Ile
20
Lys Gln Lys Val Thr
35
Leu Thr Leu Ser Lys
50
Leu Thr Ser Met Pro
65
Glu Asn Leu Arg Asp
85
His Leu Pro Trp Ala
100
Val Leu Glu Ala Ser
115 :
Leu Gln Gly Ser Leu
136
Gly Cys
145
<210> 3
<211> 441
<212> DNA
<213> Mus musculus
<220>
<221> CDS

<222> (1)..(441)
<223> Mu-Leptin

<400> 3

gtg cct ate cag aaa

Val Pro
1

Ile

Gln Lys

att gtc acc agg atc

Ile val

aag cag

Thx

Arg Ile
20

agg gtc act

Val
Asn
Gly
Met
Ser

70

Leu

Ser

gte
Val

aat
Asn

ggc

135

Gln
Asp
Leu
Asp

55
Arg
Leu
Gly

Tyr

Asp
135

cag
Gln

gac
Asp

ttg

Asp
Ile
Asp

40
Gln
Asn
His
Leu
Ser

120

Met

gat
Asp

att
Ile

gac

Asp
Ser

25
Phe
Thr
Val

Val

Glu

-2-

ctg cag ggg tct ctg cag dgac atg ctg tgg cag ctg gac cte age cct
Leu Gln Gly Ser Leu Gln Asp Met Leu Trp Gln Leu Asp Leu Ser Pro
140

Thr

10

His

Ile

Leu

Ile

Leu

90

Thr

105 .

Thr

Leu

gac
Asp

tca
Serx

tte

Glu

Tip

ace
Thr

cac

‘His

att

Lys

Thr

Pro

Ala

Gln

75

Ala

Leu

Val

Gln

aaa

Lys

acg
Thr

cct

Thr
Gln
Gly
Val

60
Ile
Phe
Asp

val

Leu
140

acc
Thr

cag
Gln

999

Leu
Ser
Leﬁ

45
Tyr
Ser
Ser
Ser
Ala

125

Asp

cte
Len

tcg
Ser

ctt

Ile
val

30
His
Gln
Asn
Lys
Leu
110

Leu

Leu

atce
Ile

gta
vVal
30

cac

Lys

15

Ser

Pro

Gln

Asp

Ser

Gly

Ser

Ser

aag-
Lys
15

tce
Ser

cce

PCT/US00/00352

Thr
Ser
Ile
Ile
Leu

80
Cys
Gly
Arg

Pro

acc
Thr

gcc
Ala

att

432

441

48

96

144



10

15

20

25

30

35

40

45

50

55

60

65
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Lys Gln Arg

ctg
Leu

cte
Leu
65

gag
Glu

tce
Ser

gte
Val

ctg

- Leu

gaa,
Glu
145

agt
Ser
50

ace
Thg

aat
Asn

ctg
Leu

ctg
Leu

cag
Gln
130

tgc
Cys

<210> 4
<211> 146
<212> PRT
<213> Mus musculus

<400> 4
Val Pro Ile Gln Lys

1

Ile

Lys

Leu

Leu

65

Glu

Ser

val

Leu

Glu

Val
Gin
Ser

50
Thr
Asn
Leu
Leu
Gln

130

Cys

35

ttg
Leu

agc
Ser

cte
Leu

cect
Pro

gaa
Glu
115

ggc
Gly

tga

Thr
Arg

35
Leu
Ser
Léu
Prp
Glu

115

Gly

val

tee
Ser

ctg
Leu

cga
cag
100
gce

Ala

tet
Ser

Arg

20
Val
Ser
Leu
Arg
Gln
100

Ala

Ser

Thr

aag
Lys

cct
Pro

gac
Asp
85

acc
Thr

tca
Ser

ctg
Leu

5

Ile
Thx
Lys
Pro
Asp

85
Thr

Ser

Leu

Gly

atg
Met

tce
Ser
70

cte

Leu

agt
Ser

cte
Leu

cag
Gln

Val
Asn
Gly
Met
Ser

70
Leu
Sex

Leu

Gln

Leu

gac
Asp
55

caa
Gln

cte
Leu

ggc
Gly

tac
Tyr

gac
Asp
135

Gln

Asp

Leu
Asp

55
Gln
Leu
Gly

Tyr

Asp
135

Asp
40

cag
Gln

aat
Asn

cat
His

ctg
Leu

tece
Ser
120

att
Ile

Asp
Ile

Asp

Phe

act
Thr

gtg
Val

ctg
Leu

cag
Gln
105

aca
Thr

ctt
Leu

Asp

Ser

Phe

40 .

Gln

Asn
His
Léu
Ser

120

Ile

Thr

Val

Leu

Gln

105

Thr

Leu

-3-

Ile

ctg
Leu

ctg
Leu

ctg
Leu
90

aag

Lys

gag
Glu

caa
Gln

Thr
His
Ile
Leu
Leu
Leu

20
Lys

Glu

Gln

Pro

gca
Ala

cag
Gln
75

gce

Ala

cca
Pro

gtyg
Val

cag
Gln

Lys

Thr

Pro

Ala

Gln

75

Ala

Pro

Val

Gln

Gly

gtc
Val
60

ata
Ile

tte
Phe

gag
Glu

gtg
Val

ttg
Leu
140

Thr

Gln

Gly

Val

60

Ile

Phe

Glu

Val

Leu
140

Leu
45

tat
Tyr

gce
Ala

tce
Ser

agc
Ser

gct
Ala
125

gat
Asp

Leu
Ser
Leu

45
Tyr
Ala
Ser
Serxr
Ala

125

Asp

His

caa
Gln

aat
Asn

aag
Lys

ctg
Leu
110

ttg
Leu

gtt
val

Ile
Val

30
His
Gln
Asn
Lys
Leu
110

Leu

Val

Pro

cag
Gln

gac
Asp

agce
Ser

gat
Asp

agc
Ser

age
Ser

Lys
15
Ser
Pro
Gln
Asp
Ser
.95
Asp

Ser

Ser

PCT/US00/00352

Ile

gtc
Val

ctg
Leu
80

tgce
Cys

ggce
Gly

agg
Arg

cct
Pro

Thr
Ala
Ile
Val
Leu
Cys
Gly
Arg

Prd

182

240

288

336

384

432

441
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145

<210> 5

<211> 696

<212> DNA

<213> Homo sapiens

<220>

<221> CDS

<222> (1)..(696}
<223> HuFc :

<400> 5

gag
Glu
1

cct
Pro

aag
Lys

gtg
Val

gac
Asp
65

tac
Tyr

gac
Asp

ctc
Leu

cga
Arg

aag
Lys
145

gac
Asp

aag
Lys

age
Ser

ccc aaa tct tct gac aaa act cac aca tgc
Pro Lys Ser Ser Asp Lys Thr His Thr Cys

gaa Cctc ctg ggg gga ccg tca gtc ttc ctc
Glu Leu Leu Gly Gly Pro Ser Val Phe Leu

gac acc ctc atg atc tcc cgg acc cct gag
Asp Thr Leu Met Ile Ser Arg Thr Pro Glu
: 40

gac gtg agc cac gaa gac cCt gag gtc aag
Asp Val Ser His Glu Asp Pro Glu Val Lys
50 55

ggc gtg gag gtg cat aat gcc aag aca aag
Gly Val Glu Val His Asn Ala Lys Thr Lys
70 75

aac agc acg tac cgt gtg gtc agc gtc cte
Asn Ser Thr Tyr Arg Val Val Ser Val Leu
85 90

tgg ctg aat ggc aag gag tac aag tgc aag
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
100 105

cca gcc ccc atc gag aaa acc atc tcc aaa
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys
115 120

gaa cca cag gtg tac acc ctg ccc ceca tca
Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser
130 135

aac cag gtc agc ctg acc tgc ctg gtc aaa
Asn Gln Val Ser Leu Thr Cys Leu Val Lys
150 155

atc gcc gtg gag tgg gag agc aat ggg cag
Ile Ala Val Glu Trp Glu Ser Asn Gly Gln
165 170 -

acc acg cct ccc gtg ctg gac tcec gac ggc
Thr Thr Pro Pro Val Leu Asp Ser Asp Gly
180 185

aag ctc acc gtg gac aag agc agg tgg cag
Lys Leu Thr Val Asp Lys Ser Arg Trp Gln
195 200

cca
Pro

tte
Phe

gtc
val

tte
Phe
60

ceg
Pro

acc
Thr

gtc
Val

gcc
Ala

cgg
Arg
140

ggc
Gly

ccg

Pro

tce

Ser

cag
Gln

ccg
Pro

cce
Pro

aca
Thr
45

aac
Asn

cgg
Arg

gtc
Val

tec
Ser

aaa
Lys
125

gag
Glu

tte
Phe

gag
Glu

tte
Phe

gg99
Gly
205

tgc

Cys

cca
Pro
30

tgce
Cys

tgg
Trp

gag
Glu

ctg
Leu

aac
Asn
110

gg99

Gly

gag
Glu

tat
Tyr

aac
Asn

ttc
Phe
190

aac
Asn

cca
Pro
15

aaa

Lys

gtg
Val

tac
Tyr

gag
Glu

cac
His

aaa
Lys

‘cag
Gln

atg
Met

cce
Pro

aac
Asn
175

cte
Leu

gte
Val

PCT/US00/00352

gca
Ala

cce
Pro

gtg
val

gtg
val

cag
Gln
80

cag
Gln

gce
Ala

ccc

Pro

acc
Thr

agc
Ser
160

tac
Tyr

tat
Tyr

tte
Phe

48

144
19? .
240
288
336

384

432

480
528
576

624
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tca tgc tcc gtg atg
Ser Cys Ser

210

agc ctc tcc
Ser Leu Ser

225

<210> 6

<211>
<212>

232
PRT

val

ctg
Leu

Met

tee
Ser

<213> Homo sapiens

<400> 6

Glu
1l

Pro
Lys
Val
Asp

65

Tyr

Asp

a
Q
[

Arg
Lys
145
Asp
Lys
Ser

Ser

Ser
225

Pro
Glu
Asp
Asp

50
Gly
Asn
Trp
Pro
Glu
130
Asn
Ile
Thr
Lys
Cys

210

Leu

<210> 7
<211> 699
<212> DNA
<213> Mus musculus

Lys

Leu

Thr

Val

‘Val

Ser

Leu

Ala

115

Pro

Gln

Ala

Thr

Leu
195

Ser

Ser

Ser

Leu

.20

Leu

Serx

Glu

Thr

Asn

100

Pro

Gln

Val

Val

Pro

180

Thr

Val

Leu

Ser
5
Gly
Met
His
Val
Tyr
85
Gly
Ile
Val
Ser
Glu
165
Pro
Val

Met

Ser

cat
RHis

ccg
Pro
230

Asp

Gly

Ile

Glu

His
70

Arg

Lys

Glu

Tyr
Leu
150
Trp
Val
Asp
His

Pro
230

gag
215

ggt
Gly

Lys
Pro
Serx
Asp

55
Asn
Val
Glu
Lys
Thr
135
Thx
Glu
Leu
Lys
Glu

215
Gly

get
Ala

aaa
Lys

Thr
Ser
Arg

40
Pro
Ala
Val
Tyx
Thr
120
Leu
Cys
Ser

Asp

Ser

200

Ala

Lys

His

Val
25

Thr

Glu

Lys.

Ser
Lys
105
Ile
Pro
Leu
Asn
Ser
185

Arg

Leu

-5-

ctg cac aac cac tac acg cag aag
Leu His Asn His Tyr Thr Gln Lys

Thr

10
Phe
Pro
Val
Thr
Val

20
Cys
Ser
Pro
Val
Gly
170
Asp

Trp

His

Cys
Leu
Glu
Lys
Lys

75
Leu
Lys
Lys
Ser
Lys
155
Gln
Gly

Gln

Asn

220

Pro

Phe
Val
Phe

60
Pro
Thr
Val
Ala
Arg
140
Gly
Pro
Ser

Gln

His
220

Pro
Pro
Thx

45
Asn
Arg
Val
Ser
Lys
125
Glu
Phe
Glu
Phe
Gly

205

Tyxr

Cys

Pro

Cys

Trp

Glu

Leu

Asn

110

Gly

Glu

Tyr

Asn

Phe

190

Asn

Thr

Pro

15
Lys
Val
Tyr
Glu
His

95
Lys
Gln
Met
Pro
Asn
175
Leu

Val

Gln

PCT/US00/00352

Ala

Pro

Val

Val

Gln

80

Gln

Ala

Pro

Thr

Ser

160

Tyr

Tyr

Phe

Lys

672

696
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<220>

<221>
<222>

cDs
{1)..(699)

<223> Mufc

<400> 7

gag
Glu
1

gca
Ala

atc
Ile

gtg
Val

gtg
Val
65

gat
Asp

cag
Gln

gac
Asp

gta
Val

act
Thr
145

gaa
Glu

tac
Tyr

tac
Tyr

tac
Tyr

aag
Lys
225

ccc
Pro

cct
Pro

aag
Lys

gtg
Val
50

aac
Asn

tac
Tyxr

gac
Asp

ctc
Leu

aga
Arg
130

aag
Lys

gac
Asp

aag
Lys

agc
Ser

tece
Ser
210

age
Ser

aga
Arg

aac
Asn

gat
Asp
35

gat
Asp

aac
Asn

aac
Asn

tgg
Trp

cca
Pro
115

gct
Ala

aaa
Lys

att
Ile

aac
Asn

aag
Lys
195

tgt
Cys

tte
Phe

g99
Gly

cte
Leu
20

gta
val

gtg
Val

gtg
val

agt
Ser

atg
Met
100
gcg
Ala

cca
Pro

cag
Gln

tac
Tyr

act
Thr
180

ctg
Leu

tca
Sex

tce
Ser

ccc
Pro

ttg
Leu

cte
Leu

agce
Ser

gaa
Glu

act
Thr

agt
Ser

ccce
Pro

cag
Gln

gtc
Val

gtg
val
165
gaa
Glu

aga

gtg
Val

cgg

aca
Thr

qgt
Gly

atg
Met

gag
Glu

gta
Val

cte
Leu

ggc
Gly

atc
Ile

gta
Val

act
Thr
150

gag
Glu

cca
Pro

gfg
val

gtc
Val

acc
Thr
230

ate
Ile

gga
Gly

atce
Ile

gat
Asp
55

cac

His

cgg
Arg

aag
Lys

gag
Glu

tat
Tyx

.135

ctg
Leu

tgg
Trp

gtc
Val

gaa
Glu

cac
His
215

ccg
Pro

aag
Lys

ceca
Pro

tce
Ser
40

gac
Asp

aca
Thr

gtg
Val

gag
Glu

aga
Arg
120

gtc
Val

acc
Thr

acc
Thx

ctg
Leu

aag
Lys
200

gag
Glu

ggt
Gly

cce
Pro

tec
Ser
25

ctg
Leu

cca
Pro

gct
Ala

gtc
Val

tte
Phe
105

acc
Thr

ttg
Leu

tgc
Cys

aac
Asn

gac,

Asp
185

aag

Lys

ggt
Gly

aaa
Lys

tgt
Cys
10

gtc
val

age
Ser

gat’

Asp

cag
Gln

agt
Ser
90

aaa
Lys

atc
Ile

cct
Pro

atg
Met

aac
Asn
170

tect
Ser

aac
Asn

ctg
Leu

cece
Pro

tte
Phe

cce
Pro

gte
val

aca
Thr

. 75

gce
Ala

tgc
Cys

tca
Ser

cca
Pro

gtc
Val
155

ggg
Gly

gat
Asp

tgg
Trp

cac
His

cca
Pro

atc
Ile

ata
Ile

cag
Gln
60

caa
Gln

ctc
Leu

aag
Lys

aaa
Lys

cca
Pro
140

aca
Thx

aaa

Lys

ggt
Gly

gtg
vVal

aat
Asn
220

tgc
cys

tte
Phe

gtc
val
45

atc
Ile

acc
Thr

cce
Pro

gtc
val

cce
Pro
125

gaa
Glu

gac
Asp

aca
Thr

tct
Ser

gaa
Glu
205

cac
His

aaa
Lys

cct
Pro
30

aca
Thr

agce
Ser

cat
His

atc
Ile

aac
Asn’
110

aaa
Lys

gaa
Glu

ttc
Phe

gag
Glu

tac
Tyxr
190

aga

Arg

cac
His

PCT/US00/00352
tgc cca 48
Cys Pro
15

cca aag 96
Prxo Lys
tgt gty 144
Cys Val
tgg ttt 192
Trp Phe
aga gag 240
Arg Glu

B8O
cag cac 288
Gln His

95

aac'aaa 336
Asn Lys
ggg tca 384
Gly Ser
gag atg 432
Glu Met
atg cct 480
Met Pro

160
cta aac 528
Leu Asn
178
ttc atg 576
Phe Met
aat agc 624
Asn Ser
acg act 672
Thxr Thr

699
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<210> 8

<211>
<212>
<213>

<400> 8

Glu
1
Ala
Ile
val
Val
65
Asp
Gln
Asp
Val
Thr
145
Glu
Tyr
Tyx

Tyr

Lys
225

Pro

Pro

Lys

Val

50

Asn

Tyr

Asp

Leu

130

Lys

Asp

Lys

Ser

Ser

210

Ser

<210> 9
<211> 29

<212> DNA
<213> Artificial Sequence

<220>

<223> Description of Art
to clone and adapt the murine leptin cDNA

<400> 9
cccgggtaaa gtgcctatcc agaaagtcc

233
PRT
Mus musculus

Arg Gly Pro
5

Asn
Asp

35
Asp
Asn
Asn
Trp
Pro
115
Ala
Lys
Ile
Asn
Lys
195

Cys

Phe

Leu

20
Val
val
val
Ser
Met
100
Ala
Pro
Gln
Tyr
Thr
180
Leu

Ser

Ser

Leu
Leu
Se;
Glu
Thr

85
Ser
Pro
Gln
Val
vVal
165
Glu
Arg

Val

Arg

Thx

Gly

Met

Glu

‘Val

70

Leu
Gly
Ile
Val
Thr
150
Glu
Pro
Val

Val

Thr
230

Ile

Gly

1le

Asp
55

‘His

Arg
Lys
Glu
Tyr
135
Leu
Trp
val
Glu
His
215

Pro

Lys

Pro

Ser

- 40

Asp
Thr
Val
Glu
Arg
120
Val
Thr
Thr
Leu
Lys
20C

Glu

Gly

Pro
Ser

25
Leu
Pro
Ala
Val
Phe
105
Thx
Leu
Cys
Asn
Asp
185
Lys

Gly

Lys

Cys

10
Val
Ser
Asp
Gln
Ser

90
Lys
Ile
Pro
Met
Asn
170
Ser

Asn

Leu

Pro
Phe
Pro
Val
Thr

75
Ala
Cys
Ser
Pro
Val
155
Gly
Asp
Trp

His

Pro
Ile
Ile
Gln

60
Gln
Leu
Lys
Lys
Pro
140
Thr
Lys
Gly

Val

Asn
220

Cys

Phe

Val

45

Ile

Thr

Pro

val

Pro

125

Glu

Asp

Thr

Ser

Glu

205

His

Lys
Pro

30
Thr
Ser
His
Ile
Asn
110
lys
Glu
Phe
Glu
Tyrx
190

Arg

His

ificial Sequence:férward primer

Cys

15
Pro
Cys
Irp
Arg
Gln

95
Asn
Gly
Glu
Met
Leu
175
Phe

Asn

Thr

PCT/US00/00352

Pro

Lys

Val

Phe

Glu

80

His

Lys

Ser

Met

Pro

160

Asn

Met

Sex

Thr

29
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<210> 10

<211> 27

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:reverse primer
to clone and adapt the murine leptin cDNA

<400> 10
ctcgagtcag cattcagggc taacatc

<210> 11

<211> 30

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:forward primer
" t£o clone and adapt human leptin cDNA

<400> 11
ccecgggtaaa gtgeccatce aaaaagtcca

<210> 12

<211> 10

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:carboxy
terminus of the immunoglobulin heavy chain

<400> 12
cccgggtaaa

<210> 13

<211> 27

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:reverse primer
to clone and adapt human leptin cDNA

<400> 13
ctcgagtcag cacccagggce tgaggte

<210> 14

<211> 27

<212> DNA

<213> Artificial Segquence

<220>
<223> Description of Artificial Sequence forward primer
to adapt murine leptln cDNA

<400> 14
cttaagcgtg cctatccaga aagteca

<210> 15

PCT/US00/00352
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27
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<211> 24
<212> DNA
<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:reverse primer
to adapt murine leptin cDNA

<400> 15
gatatcgcat tcagggctaa catc

<210> 16

<211> 11

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:EcoRI/Af1II
linker-adaptor

<400> 16
aattcgatat c

<210> 17

<211> 11

<212> DNA .
<213> Artificial Sequence

<220> o
<223> Description of Artificial Sequence:EcoRI/Af1II
linker-adaptor '

<400> 17
ttaagatate g

<210> 18

<211> 24

<212> DNA

<213> Artificial Sequence

<220>
<223> Description of Artificial Sequence:linker

<400> 18
ggcgcaggag gttctggcgg atce

<210> 19

<211> 24

<212> DNA

<213> Artificial Seguence

<220>
<223> Description of Artificial Sequence:linker

<400> 19
ggatccgcca gaacctectg cgee

<210> 20

<211> 146

<212> PRT

<213> Artificial Sequence

PCT/US00/00352
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11
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<220>
<223> Description of Artificial Sequence:consensus
leptin sequence

<220> _
<223> wherein Xaa represents any amino acid, and wherein
each Xaa is independently selected '

<400> 20

Val Pro Xaa

1

Ile

Xaa

Leu

Leu

65

Glu

Xaa

Val

Leu

Xaa
145

Val

Gln

Xaa

50

Xaa

Asn

Leu

Leu

Gln

130

Cys

Xaa

Xaa

35

Leu

Xaa

Leun

Pro

Glu

115

Xaa

Xaa Xaa Xaa

Arg

20
Val
Ser
Xaa
Arg
Xaa
100

Ala

Xaa

5
Ile

Xaa

Xaa

Xaa

Asp

85

Xaa

Ser

Leu

Asn
Gly
Met
Ser

70
Leu
Xaa
Xaa

Gln

Gln
Asp
Leun
Asp

55
Xaa
Leu
Xaa

Tyx

Asp
135

-10 -

Asp Asp Thr

Ile
Asp

40
Gln
Asn
His
Leu
Sex

120

Xaa

Ser

25
Phe
Thr
Xaa
Xaa
Xaa
105

Thr

Leu

10
His
Ile
Leu
Xaa
Leu

20
Xaa

Glu

Xaa

Lys
Thr
Pro
Ala
Gln

75
Ala
Xaa

Val

Xéa

Thr

Xaa

Xaa

60

Ile

Xaa

Xaa

Val

Len
140

Leu
Ser
Leu

45
Tyr
Xaa
Ser
Ser
Ala

125

Asp

Ile

Val

30

Xaa

Gln

Xaa

Lys

Leu

‘110

Leu

Xaa

Lys

15
Ser
Pro
Gln
Asp
Ser

95
Xaa

Ser

Sex

PCT/US00/00352

Thr
Xaa
Xaa
Xaa
Leu

80
Cys
Xaa

Arg

Pro



