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PatentIn version 3.5
1

5

PRT

Artificial Sequence

CDR-H1

1

Ser Tyr Trp Met His

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5

2

15

DNA

Artificial Sequence

CDR-H1

2

agctactgga tgcac

15



<210> 3

211> 11

<212> PRT

213> Artificial Sequence

<220>
<223> CDR-H2_1

<400> 3

Glu Thr Asn Pro Ser Asn Ser Val Thr Asn Tyr Asn Glu Lys Phe Lys
1 5 10 15

Ser

<210> 4

<211> 51

<212> DNA

213> Artificial Sequence

<220>
<223> CDR-H2_1

<400> 4
gaaacaaatc cttccaacag cgtgacaaac tataacgaga agttcaagag c

<210> b5

211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> CDR-H2_2

<400> 5



Glu Thr Asn Pro Ser Ser Ser Val Thr Asn Tyr Ala Gln Lys Phe Gln
1 5 10 15

Gly

<210> 6

<211> 51

<212> DNA

<213> Artificial Sequence

<220>
<223> CDR-H2_2

<400> 6
gaaacaaacc caagcagetc cgtcactaac tacgcccaga agtttcaagg a

210> 7

211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> CDR-H3

<400> 7

Gly Arg Gly Arg Gly Phe Ala Tyr
1 5

<210> 8

211> 24

<212> DNA

<213> Artificial Sequence



<220>
<223>

<400>

CDR-H3

8

ggaaggggaa ggggattege ttac

<210>
211>
212>
213>

<220>
<223>

<400>

Arg Ala Ser Gln Asn Ile Asn Phe Trp Leu Ser

1

<210>
211>
212>
213>

<220>
<223>

<400>

9

"

PRT

Artificial Sequence

CDR-L1

5

10
33
DNA
Artificial Sequence

CDR-L1

10

agggectccc agaacatcaa cttetggetc age

<210>
<2115
212>
<213>

<220>
<223>

1

1

PRT

Artificial Sequence

CDR-L2

24

33



<400> 11

Lys Ala Ser Asn Leu His Thr
1 5

<210> 12

Q211> 21

<212> DNA

213> Artificial Sequence

<220>
<223> CDR-L2

<400> 12
aaggeccagca acctccacac t

<210> 13

211> 9

<212> PRT

213> Artificial Sequence

<220>
<223> CDR-L3

<400> 13

Leu GIn Gly GIn Ser Tyr Pro Tyr Thr
1 5

<210> 14

Q11> 27

<212> DNA

213> Artificial Sequence

<220>
<223> CDR-L3



<400>

14

ctccaaggee agtcctacce ttacaca

<210>
211>
212>
<213>

<220>
<223>

<400>

15
117
PRT
Artificial Sequence

FW1_VH1

15

Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys

1

5

Ser Val Lys Val Ser Cys Lys Ala Ser

20 25

10

Gly Tyr Thr

Trp Met His Trp Val Arg GIn Ala Pro Gly Gln Gly

35 40

Gly Glu Thr Asn Pro Ser Asn Ser Val

50

55

Thr Asn Tyr
60

GIn Gly Arg Val Thr Leu Thr Val Asp Thr Ser Thr

65

10

Met Glu Leu Ser Ser Leu Arg Ser Glu

85

Thr Tle Gly Arg Gly Arg Gly Phe Ala

15

Asp Thr Ala
90

Tyr Trp Gly

Lys

Phe

Leu

45

Ala

Ser

Val

Gln

Pro Gly Ala

Thr

30

Glu

Gln

Thr

Tyr

Gly

15

Ser

Tyr

Trp Met

Lys Phe

Ala Tyr

Tyr
95

Thr

80

Cys

Leu

217



100

Val Thr Val Ser Ser

<210>
211>
212>
213>

<220>
<223>

<400>

115

16
351
DNA
Artificial Sequence

FW1_VH1

16

caagttcagc tggtgcagtc cggegetgag

tcttgtaagg cctccggeta caccttcace

cccggtcaag gtttagagtg gatgggegag

gcccagaagt tccaaggtcg tgtgacttta

atggagctgt cctctttaag gtccgaggac

ggccgggget ttgettattg gggacaaggt

<210>
211>
212>
<213>

<220>
<223>

<400>

17
117
PRT
Artificial Sequence

FW1_VH2

17

105

gtgaagaage

tcctactgga

accaacccct

accgtggaca

accgececgtgt

actttagtga

110

ccggegecte cgtgaaggtg

tgcactgggt gaggcaaget

ccaactccgt gaccaactac

cctccacctc caccgectac

actactgtac catcggtcgt

ccgtgagecag ¢

Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

60

120

180

240

300

351



Ser Val

Trp Met

Gly Glu
50

Gln Gly
65

Met Glu

Thr Tle

Val Thr

<210>
211>
<212>
<213>

<220>
<223>

<400>

Lys Val Ser Cys Lys Ala Ser
20 25

His Trp Val Arg GIn Ala Pro
35 40

Thr Asn Pro Ser Asn Ser Val
55

Arg Val Thr Leu Thr Val Asp
70

Leu Ser Ser Leu Arg Ser Glu
85

Gly Arg Gly Arg Gly Phe Ala
100 105

Val Ser Ser
115

18
351
DNA
Artificial Sequence

FW1_VH2

18

10

Gly Tyr Thr

Gly GIn Gly

Thr Asn Tyr
60

Thr Ser Thr
75

Asp Thr Ala
90

Tyr Trp Gly

Phe

Leu

45

Ala

Ser

Thr

Gln

Thr

30

Glu

Gln

Thr

Tyr

Gly
110

15

Ser

Trp

Lys

Ala

Tyr

95

Thr

Tyr

Met

Phe

Tyr

80

Cys

Leu



caagttcagc tggtgcagtc cggegetgag gtgaagaage

tcttgtaagg cctccggeta caccttcacc tcctactgga

cccggtcaag gtttagagtg gatgggcgag accaacccct

gcccagaagt tccaaggtcg tgtgacttta accgtggaca

atggagectgt cctctttaag gtccgaggac accgeccacct

ggccgggget ttgettattg gggacaaggt actttagtga

<210> 19

211> 117

<212> PRT

213> Artificial Sequence

<220>
<223> FW2_VH1

<400> 19
Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val

1 5 10

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
20 25

Trp Met His Trp Val Arg GIn Ala Pro Gly GIn
35 40

Gly Glu Thr Asn Pro Ser Asn Ser Val Thr Asn
50 55

GIln Gly Arg Val Thr Leu Thr Val Asp Lys Ser

ccggegectc cgtgaaggtg

tgcactgggt gaggcaaget

ccaactccgt gaccaactac

ccteccacctc caccgectac

actactgtac catcggteogt

ccgtgagecag ¢

Lys Lys Pro Gly Ser
15

Thr Phe Thr Ser Tyr
30

Gly Leu Glu Trp Met
45

Tyr Ala GIn Lys Phe
60

Thr Ser Thr Ala Tyr

60

120

180

240

300

351



65 10

15

80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85

90

95

Thr Tle Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly GIn Gly Thr Leu

100

Val Thr Val Ser Ser
115

<210> 20
<211> 351
<212> DNA
213> Artificial Sequence

<220>
<223> FW2_VH1

<400> 20
caagttcagc tggtgcagtc cggegetgag

tcttgtaagg cctccggeta caccttcace

cccggtcaag gtttagagtg gatgggcegag

gcccagaagt tccaaggtcg tgtgacttta

atggagectgt cctctttaag gtccgaggac

ggcoggggct ttgettattg gggacaaggt

<210> 21

<211> 107
<212> PRT

105

gtgaagaagc

tcctactgga

accaacccct

accgtggaca

accgeegtgt

actttagtga

110

ccggetecte cgtgaaggtg

tgcactgggt gaggcaaget

ccaactccgt gaccaactac

agtccacctc caccgectac

actactgtac catcggtegt

ccgtgageag ¢

60

120

180

240

300

351



213>

<220>
<223>

<400>

Artificial Sequence

FW1_VL1

21

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Val Ser Ala Ser

1

5 10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Asn Ile Asn

20 25 30

Leu Ser Trp Cys GIn GIn Lys Pro Gly Lys Ile Pro Lys Leu

35 40 45

Tyr Lys Ala Ser Asn Leu His Thr Gly Val Pro Ser Arg Phe

50

55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu

65

10 15

Glu Asp Phe Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr

85 90

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

<210>
211>
212>
<213>

100 105

22
321
DNA
Artificial Sequence

Val Gly
15

Phe Trp

Leu Ile

Ser Gly

Gln Pro
80

Pro Tyr
95



<220>
<223> FW1_VL1

<400> 22
gacatccaga tgacacagtc ccccagctcc gtgtccgeta gegtgggaga ccgggtgace

attacttgtc gggcctccca gaacatcaac ttctggetga getggtgtca gecagaagece
ggcaagatcc ccaagttatt aatctacaag gccagcaatt tacacaccgg agtgccttet
cgtttcteccg gcageggeag cggaaccgac ttcactttaa ccatctcctc tttacagece
gaggacttcg ccacctacta ttgtttacaa ggtcagtcct atccctacac ctteggegge
ggaaccaagt tagaaatcaa g

210> 23

211> 107

<212> PRT

<213> Artificial Sequence

<220>
<223> FW1_VL3

<400> 23
Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Val Ser Ala Ser Val Gly

1 5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Asn Ile Asn Phe Trp
20 25 30

Leu Ser Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45

Tyr Lys Ala Ser Asn Leu His Thr Gly Val Pro Ser Arg Phe Ser Gly

60

120

180

240

300

321



50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr Pro Tyr
85 90 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 24

211> 321

<212> DNA

213> Artificial Sequence

<220>
<223> FW1_VL3

<400> 24
gacatccaga tgactcagag cccttcctcc gtcagegett ccgtgggaga tagggtgact

atcacttgta gggcctccca gaacatcaac ttctggetga getggtatca gecagaagece

ggcaaagecc ctaagetget gatctacaag gctagcaatc tgcacactgg cgteccttcee

agattcagcg gotccggeag cggecactgac ttcactctca caatcagetc tctgcageca

gaggacttcg ctacatacta ctgecctccaa ggccagtcct atccttacac attcggagge

ggcacaaagc tggagatcaa g

<210> 25

<211> 107
<212> PRT

60

120

180

240

300

321



213>

<220>
<223>

<400>

Artificial Sequence

FW1_VL4

25

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Val Ser Ala Ser

1

5 10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Asn Ile Asn

20 25 30

Leu Ser Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Arg Leu

35 40 45

Tyr Lys Ala Ser Asn Leu His Thr Gly Val Pro Ser Arg Phe

50

55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu

65

10 15

Glu Asp Phe Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr

85 90

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

<210>
211>
212>
<213>

100 105

26
321
DNA
Artificial Sequence

Val Gly
15

Phe Trp

Leu Ile

Ser Gly

Gln Pro
80

Pro Tyr
95



<220>

<223> FW1_

<400> 26
gacatccaga

atcacttgta

ggcaaagece

agattcagcg

gaggacttcg

ggcacaaage

210> 27

<211> 107
<212> PRT

VL4

tgactcagag cccttcctec gtcagegett ccgtgggaga tagggtgact

gggecctccca gaacatcaac ttetggetga getggtatca gcagaagecce

ctaggectget gatctacaag gectagcaatc tgcacactgg cgtceccttee

gecteccggecag cggecactgac ttcactctca caatcagetc tctgcagceca

ctacatacta ctgcctccaa ggeccagtcct atccttacac attcggagge

tggagatcaa g

<213> Artificial Sequence

<220>

<223> FW2_

<400> 27

VL2

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1

5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Asn Ile Asn Phe Trp

20 25 30

Leu Ser Trp Tyr GIn GIn Lys Pro Gly Lys Ile Pro Lys Leu Leu Ile

35

40 45

Tyr Lys Ala Ser Asn Leu His Thr Gly Val Pro Ser Arg Phe Ser Gly

60

120

180

240

300

321



50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Val Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr Pro Tyr
85 90 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 28

211> 321

<212> DNA

213> Artificial Sequence

<220>
<223> FW2_VL2

<400> 28
gatatccaga tgactcagag cccaagctct ctgagcgcta gcgtcggaga tagggtcaca

atcacttgta gggcctccca gaacatcaac ttctggetca getggtacca gcagaaacce

ggcaagatcc ctaagectget gatctacaag gccagcaacc tccacactgg agtcccatcet

aggtttageg gatccggecag cggaactgac ttcactctca caatcagetc tctgecageca

gaggacgtgg ctacatacta ctgecctccaa ggccagtcct acccttacac atteggegge

ggcacaaaac tggagatcaa g

<210> 29

211> 117
<212> PRT

60

120

180

240

300

321



<213> Artificial Sequence

<220>
<223> FW1_VH1_mH1

<400> 29
Gin Ile GIn Leu GIn GIn Pro Gly Ala

1 5

Ser Val Lys Leu Ser Cys Lys Ala Pro
20 25

Trp Met His Trp Val Arg GIn Ala Pro
35 40

Gly Glu Thr Asn Pro Ser Asn Ser Val
50 55

Gln Gly Arg Val Thr Leu Thr Val Asp
65 70

Met Glu Leu Ser Ser Leu Arg Ser Glu
85

Thr Tle Gly Arg Gly Arg Gly Phe Ala
100 105

Val Thr Val Ser Ser
115

<210> 30

Glu Leu Val
10

Gly Tyr Thr

Gly GIn Gly

Thr Asn Tyr
60

Thr Ser Thr
75

Asp Thr Ala
90

Tyr Trp Gly

Lys

Phe

Leu

45

Ala

Ser

Val

Gln

Pro Gly Ala
15

Thr Ser Tyr
30

Glu Trp Met

GIn Lys Phe

Thr Ala Tyr
80

Tyr Tyr Cys
95

Gly Thr Leu
110



<211> 351
<212> DNA
<213> Artificial Sequence

<220>
<223> FW1_VH1_mH1

<400> 30
cagattcagc tgcagcagec cggegetgaa ctggtgaaac ccggegecte cgtgaaacte

agctgtaagg cccccggeta cactttcaca tcctactgga tgcactgggt gagacaagee

cccggocaag gactggagtg gatgggcgag acaaacccta gcaactcecgt cactaactac

gcccagaagt tccaaggaag ggtgactctc acagtggaca ctagcacatc cacagcctac

atggaactgt ccagcctcag atccgaggac actgetgtgt actactgecac aatcggcaga

ggaaggggat togettactg gggccaagge acactcgtga ctgtcagete ¢

<210> 31

211> 117

<212> PRT

<213> Artificial Sequence

<220>
<223> FW1_VH1_mH2

<400> 31
Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr
20 25 30

Trp Met His Trp Val Lys GIn Arg Pro Gly GIn Gly Leu Glu Trp Ile

60

120

180

240

300

351



35 40 45

Gly Glu Thr Asn Pro Ser Asn Ser Val Thr Asn Tyr Ala GIn Lys Phe
50 55 60

GIn Gly Arg Val Thr Leu Thr Val Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Thr 1le Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly GIn Gly Thr Leu
100 105 110

Val Thr Val Ser Ser
115

<210> 32

<211> 351

<212> DNA

213> Artificial Sequence

<220>
<223> FW1_VH1_mH2

<400> 32
caagtgcagc tcgtccaaag cggegetgaa gtgaagaaac ccggegecag cgtgaaggte

agctgcaaag cctccggeota cacattcaca tcctactgga tgcactgggt caagcagagg

cccggocaag gactggagtg gatcggcgaa acaaaccctt ccaacagegt cactaactac

gcccagaagt ttcaaggaag ggtgacactg actgtcgaca ctagcactag cactgecctat

60

120

180

240



atggagctga gotctctgag gagecgaggac actgecgtcet attactgcac tatcggaagg
ggcagaggat tcgcctactg gggccaagge actctcgtga cagtcageag ¢

<210> 33

Q211> 117

<212> PRT

<213> Artificial Sequence

<220>
<223> FW1_VH1_mH3

<400> 33
Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr
20 25 30

Trp Met His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Glu Thr Asn Pro Ser Asn Ser Val Thr Asn Tyr Ala GIn Lys Phe
50 55 60

GIn Gly Arg Val Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80

Met GIn Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys
85 90 95

Thr Tle Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly GIn Gly Thr Leu

300

351



100 105

Val Thr Val Ser Ala

<210>
211>
212>
213>

<220>
<223>

<400>

115

34
351
DNA
Artificial Sequence

FW1_VH1_mH3

34

caagtgcaac tggtgcagtc cggecgccgag gtgaagaage

agctgtaaag ccagcggeta cacattcaca tcctactgga

cccggecaag gactggagtg gatgggegaa actaaccett

gctcagaaat tccagggaag ggtgacactg acagtcgaca

atgcagctga gctctctgac tagecgaggac tccgeegtgt

ggcagaggat tcgcctactg gggacaagge actctggtga

<210>
211>
212>
<213>

<220>
<223>

<400>

35
107
PRT
Artificial Sequence

FW1_VL3_mL1

35

110

ccggegecag

tgcactgggt

ccaacagegt

aaagcagcag

actactgcac

cagtcagcge

cgtgaaggtg

gagacaagcc

cacaaattat

cacagcctat

aattggaagg

Asp Ile GIn Met Asn GIn Ser Pro Ser Ser Leu Ser Ala Ser Leu Gly

60

120

180

240

300

351



Asp Thr

Leu Ser

Tyr Lys
50

Ser Gly
65

Glu Asp

Thr Phe

<210>
211>
<212>
<213>

<220>
<223>

<400>

[le Thr Ile Thr Cys Arg Ala
20 25

Trp Tyr GIn GIn Lys Pro Gly
35 40

Ala Ser Asn Leu His Thr Gly
55

Ser Gly Thr Asp Phe Thr Leu
70

Phe Ala Thr Tyr Tyr Cys Leu
85

Gly Gly Gly Thr Lys Leu Glu
100 105

36
321
DNA
Artificial Sequence

FW1_VL3_mL1

36

10 15

Ser GIn Asn Ile Asn Phe Trp
30

Lys Ala Pro Lys Leu Leu Ile
45

Val Pro Ser Arg Phe Ser Gly
60

Thr 1le Ser Ser Leu Gln Pro
75 80

Gin Gly GIn Ser Tyr Pro Tyr
90 95

[le Lys

gacatccaga tgaatcagag cccttcctcc ctctcogett ctetgggega cacaatcaca

atcacttgta gggccagcca gaacatcaac ttctggetga getggtacca gcaaaagece

60

120



ggcaaagecc ctaagetget gatttacaag gecctccaacc tccacactgg agtgectage

agattctccg gcagecggecag cggaacagac ttcactctca caatcagectc tctgcageca

gaggacttcg ctacatacta ctgecctccaa ggccagtcct atccttacac atteggegge

ggcactaagc tggagatcaa g

<210>
211>
212>
<213>

<220>
<223>

<400>

37
107
PRT
Artificial Sequence

FW1_VL3_mlL2+L3

37

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Val Ser Ala Ser Val Gly

1

5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Asn Ile Asn Phe Trp

20 25 30

Leu Ser Trp Tyr GIn GIn Lys Pro Gly Asn Ile Pro Lys Leu Leu Ile

35 40 45

Tyr Lys Ala Ser Asn Leu His Thr Gly Val Pro Ser Arg Phe Ser Gly

50

55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro

65

10 15 80

Glu Asp Ile Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr Pro Tyr

180

240

300

321



85

90 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

<210>
211>
212>
213>

<220>
<223>

<400>

100

38
321
DNA
Artificial Sequence

FW1_VL3_mL2+L3

38

gacattcaga tgacacagtc cccaagctce

atcacatgta gggctagcca gaacatcaac

ggcaacatcc ctaagctget gatctacaag

agattcagcg gatccggetc cggaactgac

gaggacatcg ctacatacta ctgcctccaa

ggcacaaagc tggagatcaa g

<210>
211>
212>
<213>

<220>
<223>

<400>

39
117
PRT
Artificial Sequence

IGF11-16_VH

39

105

gtgtccgeta gegtcggaga cagagtgaca

ttctggetga getggtacca gecagaagece

gcctccaatc tgecacactgg cgtgectage

ttcactctca caatcagectc tctgcageca

ggccagaget atccttacac attcggagge

Gln Ile GIn Leu GIn GIn Pro Gly Ala Glu Leu Val Lys Pro Gly Ala

60

120

180

240

300

321



Ser Val

Trp Met

Gly Glu
50

Lys Ser
65

Met Gln

Thr Tle

Val Thr

<210>
211>
<212>
<213>

<220>
<223>

<400>

Lys Leu Ser Cys Lys Ala Pro

20

His Trp Val Lys GIn Arg Pro

35

40

25

Thr Asn Pro Ser Asn Ser Val
55
Lys Ala Thr Leu Thr Val Asp
70
Leu Ser Ser Leu Thr Ser Glu
85
Gly Arg Gly Arg Gly Phe Ala
100 105
Val Ser Ala
115
40
351
DNA
Artificial Sequence

IGF11-16_VH

40

10

Gly Tyr Thr Phe

Gly GIn Gly Leu
45

Thr Asn Tyr Asn
60

Lys Ser Ser Ser
75

Asp Ser Ala Val
90

Tyr Trp Gly GlIn

Thr

30

Glu

Glu

Thr

Tyr

Gly
110

15

Ser

Trp

Lys

Ala

Tyr

95

Thr

Tyr

[le

Phe

Tyr

80

Cys

Leu



cagatccagc tgcagcagcc

tcttgtaagg ccccoggtta

cccggtcaag gtttagaatg

aacgagaagt tcaagagcaa

atgcagetgt cctectttaac

ggtcgtggat ttgectactg

<210> 41

<211> 107

<212> PRT

213>

<220>

<223> 1GF11-16_VL

<400> 41

Asp Ile GIn Met Asn Gln

1 5

Asp Thr Ile Thr Ile Thr

20

Leu Ser Trp Cys GIn GIn

35

Tyr Lys Ala Ser Asn Leu

50

Ser Gly Ser Gly Thr Asp

cggtgetgag

cactttcaca

gatcggegaa

ggctactctg

aagcgaggac

gggacaaggt

Artificial Sequence

95

40

ctggtgaage

agctactgga

acaaatcctt

actgtggaca

agcgeegtgt

acactggtga

25

10

ccggtgeccag cgtgaagetg

tgcactgggt caagcagaga

ccaacagegt gacaaactat

agagcagcag cactgcctat

actactgtac aatcggtegt

cagtgtccge ¢

Ser Pro Ser Ser Leu Ser Ala Ser Leu Gly

15

Cys Arg Ala Ser GIn Asn Ile Asn Phe Trp

30

Lys Pro Gly Asn Ile Pro Lys Leu Leu Ile

45

His Thr Gly Val Pro Ser Arg Phe Ser Gly

60

Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro

60

120

180

240

300

351



65 10 15 80

Glu Asp Ile Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr Pro Tyr
85 90 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 42

211> 321

<212> DNA

<213> Artificial Sequence

<220>
<223> 1GF11-16_VL

<400> 42
gacatccaga tgaatcagag ccctagctct ttaagcgecct ctttaggaga cactatcact 60
atcacttgta gggccagecca gaacatcaac ttctggetga getggtgeca gecagaagece 120
ggtaacatcc caaagctget gatctacaaa gccagcaatt tacacactgg tgtcccttcet 180
cgttttageg gotccggeag cggecacagac ttcactctga caatctcctc tttacagceca 240
gaggacatcg ccacttacta ctgtttacaa ggtcagagct acccttacac ttttggegge 300
ggcactaaac tggagatcaa g 321
<210> 43
Q211> 117
<212> PRT

213> Artificial Sequence

<220>
<223> VH13_PN



<400>

43

Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys

1

Ser Val

Trp Met

Gly Glu
50

5 10

Lys Val Ser Cys Lys Ala Pro Gly Tyr Thr
20 25

His Trp Val Arg GIn Ala Pro Gly GIn Gly
35 40

Thr Asn Pro Ser Asn Ser Val Thr Asn Tyr
55 60

GIn Gly Arg Val Thr Leu Thr Val Asp Thr Ser Thr

65

Met Glu

Thr Tle

Val Thr

<210>
211>
212>
<213>

10 15

Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala
85 90

Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly
100 105

Val Ser Ser
115

44
351
DNA
Artificial Sequence

Lys

Phe

Leu

45

Ala

Ser

Thr

Gln

Pro Gly Ala
15

Thr Ser Tyr
30

Glu Trp Met

Gln Lys Phe

Thr Ala Tyr
80

Tyr Tyr Cys
95

Gly Thr Leu
110



<220>
<223> VH13_PN

<400> 44

caagtgcagec tggtccagag cggagccgaa gtgaaaaage ccggegecte cgtcaaagte

agctgcaagg cccctggeta caccttcacc tcctactgga tgcactgggt gaggecaaget

cccggtcaag gtttagagtg gatgggcgag accaacccct ccaactcecgt gaccaactac

gcccagaagt tccaaggtcg tgtgacttta accgtggaca cctccacctc caccgectac

atggagectgt coctctttaag gtccgaggac accgeccacct actactgtac catcggtegt

ggcogggget ttgettattg gggacaaggt actttagtga ccgtgageag ¢

<210> 45
211> 117
<212> PRT
<213> Artificial Sequence

<220>
<223> VH13_PQ

<400> 45
GIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Pro Gly Tyr Thr Phe Thr Ser Tyr
20 25 30

Trp Met His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Glu Thr Asn Pro Ser GIn Ser Val Thr Asn Tyr Ala GIn Lys Phe

60

120

180

240

300

351



50 55

60

GIn Gly Arg Val Thr Leu Thr Val Asp Thr Ser Thr Ser Thr Ala Tyr

65 10

15

80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Thr Tyr Tyr Cys

85

90

95

Thr Tle Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly GIn Gly Thr Leu

100

Val Thr Val Ser Ser
115

<210> 46

<211> 351

<212> DNA

213> Artificial Sequence

<220>
<223> VH13_PQ

<400> 46
caagtgcagc tggtccagag cggagccgaa

agctgcaagg cccctggeta caccttcace

cccggtcaag gtttagagtg gatgggcegag

gcccagaagt tccaaggtcg tgtgacttta

atggagectgt cctctttaag gtccgaggac

ggccgggget ttgettattg gggacaaggt

105

gtgaaaaagc

tcctactgga

accaacccct

accgtggaca

accgecacct

actttagtga

110

ccggegecte cgtcaaagte

tgcactgggt gaggcaaget

cccagtcegt gaccaactac

cctccacctc caccgectac

actactgtac catcggtegt

ccgtgagecag ¢

60

120

180

240

300

351



<210>
211>
212>
<213>

<220>
<223>

<400>

47
117
PRT
Artificial Sequence

VH13_PS

47

Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys

1

Ser Val

Trp Met

Gly Glu
50

5 10

Lys Val Ser Cys Lys Ala Pro Gly Tyr Thr
20 25

His Trp Val Arg GIn Ala Pro Gly Gln Gly
35 40

Thr Asn Pro Ser Ser Ser Val Thr Asn Tyr
55 60

GIn Gly Arg Val Thr Leu Thr Val Asp Thr Ser Thr

65

Met Glu

Thr 1le

Val Thr

10 15

Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala
85 90

Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly
100 105
Val Ser Ser

Lys

Phe

Leu

45

Ala

Ser

Thr

Gln

Pro Gly Ala

Thr

30

Glu

Gln

Thr

Tyr

Gly
110

15

Ser

Trp

Lys

Ala

Tyr

95

Thr

Tyr

Met

Phe

Tyr

80

Cys

Leu



115

<210> 48

<211> 351
<212> DNA
<213>

<220>

<223> VH13_PS

<400> 48
caagtccaac tggtccagtc

agctgtaagg cccccggeta

cccggocaag gactggagtg

gcccagaagt ttcaaggaag

atggagctca gctccctcag

ggaaggggat tcgcttactg

<210> 49

211> 117

<212> PRT

213>

<220>

<223> VH23_PN

<400> 49

Artificial Sequence

cggagecgaa

cacattcact

gatgggcgaa

ggtgactcte

aagcgaggat

gggccaagegc

Artificial Sequence

gtgaagaaac

agctactgga

acaaacccaa

acagtggaca

acagccactt

acactggtca

ccggegotag cgtcaaggte

tgcactgggt gaggcaagee

gcagctccgt cactaactac

catccacaag cactgcctat

actactgcac tatcggaagg

cagtcagectc ¢

Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5

10

15

Ser Val Lys Val Ser Cys Lys Ala Pro Gly Tyr Thr Phe Thr Ser Tyr

60

120

180

240

300

351



20 25 30

Trp Met His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Glu Thr Asn Pro Ser Asn Ser Val Thr Asn Tyr Ala GIn Lys Phe
50 55 60

GIln Gly Arg Val Thr Leu Thr Val Asp Lys Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Thr 1le Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly GIn Gly Thr Leu
100 105 110

Val Thr Val Ser Ser
115

<210> 50
<211> 351
<212> DNA
<213> Artificial Sequence

<220>
<223> VH23_PN

<400> 50
caagtgcagc tggtccagag cggagccgaa gtgaaaaage ccggegectc cgtcaaagte 60

agctgcaagg cccctggeta caccttcacc tcctactgga tgcactgggt gaggecaaget 120



cccggtcaag gtttagagtg gatgggcgag accaacccct ccaactcecgt gaccaactac
gcccagaagt tccaaggtcg tgtgacttta accgtggaca agtccacctc caccgectac
atggagetgt coctctttaag gtccgaggac accgeecgtgt actactgtac catcggtegt
ggccgggget ttgettattg gggacaaggt actttagtga ccgtgagecag ¢

<210> 51

Q211> 111

<212> PRT

<213> Artificial Sequence

<220>
<223> VH23_PQ

<400> 51
Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Pro Gly Tyr Thr Phe Thr Ser Tyr
20 25 30

Trp Met His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Glu Thr Asn Pro Ser GIn Ser Val Thr Asn Tyr Ala GIn Lys Phe
50 55 60

GIn Gly Arg Val Thr Leu Thr Val Asp Lys Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

180

240

300

351



85

90

95

Thr Tle Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly GIn Gly Thr Leu

100

Val Thr Val Ser Ser
115

<210> 52

<211> 351

<212> DNA

<213> Artificial Sequence

<220>
<223> VH23_PQ

<400> 52
caagtgcagc tggtccagag cggageccgaa

agctgcaagg cccctggeta caccttcace

cccggtcaag gtttagagtg gatgggegag

gcccagaagt tccaaggtcg tgtgacttta

atggagectgt cctctttaag gtccgaggac

ggecgggget ttgettattg gggacaaggt

<210> 53

211> 117

<212> PRT

213> Artificial Sequence

<220>
<223> VH23_PS

105

gtgaaaaagc

tcctactgga

accaacccct

accgtggaca

accgeegtgt

actttagtga

110

ccggegecte cgtcaaagte

tgcactgggt gaggcaaget

cccagteegt gaccaactac

agtccacctc caccgecctac

actactgtac catcggtegt

ccgtgagecag ¢

60

120

180

240

300

351



<400>

Gln Val GIn Leu Val

1

Ser Val

Trp Met

Gly Glu

50

Gln Gly Arg Val Thr

65

Met Glu

Thr Tle

Val Thr

<210>
211>
212>
<213>

53

5

Lys Val Ser Cys Lys Ala Pro

20

25

His Trp Val Arg GIn Ala Pro

35

40

Thr Asn Pro Ser Ser Ser Val

55

10

Leu Thr Val Asp

Leu Ser Ser Leu Arg Ser Glu

85

Gly Arg Gly Arg Gly Phe Ala

100

Val Ser Ser
115

54
351
DNA
Artificial Sequence

105

Gln Ser Gly Ala Glu Val Lys

10

Gly Tyr Thr

Gly GIn Gly

Thr Asn Tyr
60

Lys Ser Thr
75

Asp Thr Ala
90

Tyr Trp Gly

Lys

Phe

Leu

45

Ala

Ser

Val

Gln

Pro Gly Ala
15

Thr Ser Tyr
30

Glu Trp Met

GIn Lys Phe

Thr Ala Tyr
80

Tyr Tyr Cys
95

Gly Thr Leu
110



<220>
<223> VH23_PS

<400> 54

caagtccaac tggtccagtc cggagccgaa gtgaagaaac ccggegetag cgtcaaggte

agctgtaagg cccccggeta cacattcact agctactgga tgcactgggt gaggcaagee

cccggocaag gactggagtg gatgggcgaa acaaacccaa gcagetcecgt cactaactac

gcccagaagt ttcaaggaag ggtgactctc acagtggaca agtccacaag cactgecctat

atggagctca goctccctcag aagcgaggat acageccgtgt actactgcac tatcggaagg

ggaaggggat togcttactg gggeccaagge acactggtca cagtcagetc ¢

<210> 55
211> 117
<212> PRT
<213> Artificial Sequence

<220>
<223> VH25_PN

<400> 55
Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Pro Gly Tyr Thr Phe Thr Ser Tyr
20 25 30

Trp Met His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Glu Thr Asn Pro Ser Asn Ser Val Thr Asn Tyr Ala GIn Lys Phe

60

120

180

240

300

351



50 55

60

GIn Gly Arg Val Thr Leu Thr Val Asp Thr Ser Thr Ser Thr Ala Tyr

65 10

15

80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85

90

95

Thr Tle Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly GIn Gly Thr Leu

100

Val Thr Val Ser Ser
115

<210> 56

<211> 351

<212> DNA

213> Artificial Sequence

<220>
<223> VH25_PN

<400> 56
caagtgcagc tggtccagag cggagccgaa

agctgcaagg cccctggeta caccttcace

cccggtcaag gtttagagtg gatgggcegag

gcccagaagt tccaaggtcg tgtgacttta

atggagectgt cctctttaag gtccgaggac

ggccgggget ttgettattg gggacaaggt

105

gtgaaaaagc

tcctactgga

accaacccct

accgtggaca

accgeegtgt

actttagtga

110

ccggegecte cgtcaaagte

tgcactgggt gaggcaaget

ccaactccgt gaccaactac

cctccaccte caccgectac

actactgtac catcggtegt

ccgtgagecag ¢

60

120

180

240

300

351



<210>
211>
212>
<213>

<220>
<223>

<400>

57
117
PRT
Artificial Sequence

VH25_PQ

57

Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys

1

Ser Val

Trp Met

Gly Glu

50

Gln Gly

65

Met Glu

Thr 1le

Val Thr

5

Lys Val Ser Cys Lys Ala Pro
20 25

His Trp Val Arg GIn Ala Pro
35 40

Thr Asn Pro Ser GIn Ser Val
55

Arg Val Thr Leu Thr Val Asp
70

Leu Ser Ser Leu Arg Ser Glu
85

Gly Arg Gly Arg Gly Phe Ala
100 105
Val Ser Ser

10

Gly Tyr Thr

Gly GIn Gly

Thr Asn Tyr
60

Thr Ser Thr
75

Asp Thr Ala
90

Tyr Trp Gly

Lys

Phe

Leu

45

Ala

Ser

Val

Gln

Pro Gly Ala

Thr

30

Glu

Gln

Thr

Tyr

Gly
110

15

Ser

Trp

Lys

Ala

Tyr

95

Thr

Tyr

Met

Phe

Tyr

80

Cys

Leu



<210>
211>
212>
<213>

<220>
<223>

<400>

115

58

351

DNA

Artificial Sequence

VH25_PQ

58

caagtgcagc tggtccagag cggagccgaa

agctgcaagg cccctggeta caccttcace

cccggtcaag gtttagagtg gatgggcegag

gcccagaagt tccaaggtcg tgtgacttta

atggagctgt cctctttaag gtccgaggac

ggccgggget ttgettattg gggacaaggt

<210>
211>
212>
213>

<220>
<223>

<400>

59
117
PRT
Artificial Sequence

VH25_PS

99

gtgaaaaagc

tcctactgga

accaacccct

accgtggaca

accgececgtgt

actttagtga

ccggegecte cgtcaaagte

tgcactgggt gaggcaaget

cccagtccgt gaccaactac

cctccacctc caccgectac

actactgtac catcggtcgt

ccgtgagecag ¢

Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1

5

10

15

Ser Val Lys Val Ser Cys Lys Ala Pro Gly Tyr Thr Phe Thr Ser Tyr

60

120

180

240

300

351



20 25 30

Trp Met His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Glu Thr Asn Pro Ser Ser Ser Val Thr Asn Tyr Ala GIn Lys Phe
50 55 60

GIn Gly Arg Val Thr Leu Thr Val Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Thr 1le Gly Arg Gly Arg Gly Phe Ala Tyr Trp Gly GIn Gly Thr Leu
100 105 110

Val Thr Val Ser Ser
115

<210> 60
<211> 351
<212> DNA
<213> Artificial Sequence

<220>
<223> VH25_PS

<400> 60
caagtccaac tggtccagtc cggagccgaa gtgaagaaac ccggegetag cgtcaaggte 60

agctgtaagg cccccggeta cacattcact agctactgga tgcactgggt gaggcaagee 120



cccggocaag gactggagtg gatgggcgaa acaaacccaa gcagetcecgt cactaactac

gcccagaagt ttcaaggaag ggtgactctc acagtggaca catccacaag cactgcctat

atggagctca goctccctcag aagecgaggat acagecgtgt actactgcac tatcggaagg

ggaaggggat tcgecttactg gggeccaagge acactggtca cagtcagetc ¢

<210>
211>
212>
<213>

<220>
<223>

<400>

61

107

PRT

Artificial Sequence

VL13

61

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Val Ser Ala Ser Val Gly

1

5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Asn Ile Asn Phe Trp

20 25 30

Leu Ser Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile

35 40 45

Tyr Lys Ala Ser Asn Leu His Thr Gly Val Pro Ser Arg Phe Ser Gly

50

55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro

65

10 15 80

Glu Asp Phe Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr Pro Tyr

180

240

300

351



85

90 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

<210>
211>
212>
213>

<220>
<223>

<400>

100

62
321
DNA
Artificial Sequence

VL13

62

gacatccaga tgactcagag cccttcctce

atcacttgta gggcctccca gaacatcaac

ggcaaagccc ctaagetget gatctacaag

105

gtcagecgett ccgtgggaga tagggtgact

ttctggetga getggtatca gecagaagece

gctagcaatc tgcacactgg cgtcccttece

agattcagcg gotccggeag cggecactgac ttcactctca caatcagetc tctgcageca

gaggacttcg ctacatacta ctgcctccaa

ggcacaaagc tggagatcaa g

<210>
211>
212>
<213>

<220>
<223>

<400>

63
107
PRT
Artificial Sequence

VL14

63

ggccagtcct atccttacac attcggagge

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Val Ser Ala Ser Val Gly

60

120

180

240

300

321



Asp Arg Val Thr Ile Thr Cys Arg Ala

Leu Ser Trp Tyr GIn

Tyr Lys Ala Ser Asn
50

Ser Gly Ser Gly Thr

65

Glu Asp Phe Ala Thr Tyr Tyr

Thr Phe Gly Gly Gly Thr Lys

<210>
211>
<212>
<213>

<220>
<223>

<400>

20

35

95

10

85

100

64
321
DNA
Artificial Sequence

VL14

64

GIn Lys

Leu His

25

Pro Gly
40

Thr Gly

Asp Phe Thr Leu

Cys Leu

Leu Glu
105

10 15

Ser GIn Asn Ile Asn Phe Trp
30

Lys Ala Pro Arg Leu Leu Ile
45

Val Pro Ser Arg Phe Ser Gly
60

Thr 1le Ser Ser Leu Gln Pro
75 80

Gin Gly GIn Ser Tyr Pro Tyr
90 95

[le Lys

gacatccaga tgactcagag cccttcctcc gtcagegett ccgtgggaga tagggtgact

atcacttgta gggcctccca gaacatcaac ttctggetga getggtatca gecagaagece

60

120



ggcaaagecc ctaggetget gatctacaag gectagcaatc tgcacactgg cgteccttcee

agattcagcg gotccggeoag cggecactgac ttcactctca caatcagectc tctgcageca

gaggacttcg ctacatacta ctgecctccaa ggccagtecct atccttacac attcggagge

ggcacaaagc tggagatcaa g

<210>
211>
212>
<213>

<220>
<223>

<400>

65
107
PRT
Artificial Sequence

VL22

65

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1

5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Asn Ile Asn Phe Trp

20 25 30

Leu Ser Trp Tyr GIn GIn Lys Pro Gly Lys Ile Pro Lys Leu Leu Ile

35 40 45

Tyr Lys Ala Ser Asn Leu His Thr Gly Val Pro Ser Arg Phe Ser Gly

50

55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro

65

10 15 80

Glu Asp Val Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr Pro Tyr

180

240

300

321



85 90 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

<210>
211>
212>
213>

<220>
<223>

<400>

100 105

66
321
DNA
Artificial Sequence

VL22

66

gatatccaga tgactcagag cccaagctct ctgagecgceta gegtcggaga tagggtcaca

atcacttgta gggcctccca gaacatcaac ttctggetca getggtacca gecagaaacce

ggcaagatcc ctaagctget gatctacaag gccagcaacc tccacactgg agtcccatcet

aggtttageg gatccggecag cggaactgac ttcactctca caatcagetc tctgcagcca

gaggacgtgg ctacatacta ctgecctccaa ggccagtcct acccttacac attcggegge

ggcacaaaac tggagatcaa g

<210>
211>
212>
<213>

<220>
<223>

<400>

67
107
PRT
Artificial Sequence

VL23

67

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

60

120

180

240

300

321



Asp Arg Val Thr Ile Thr Cys Arg Ala

Leu Ser Trp Tyr GIn

Tyr Lys Ala Ser Asn
50

Ser Gly Ser Gly Thr

65

Glu Asp Val Ala Thr Tyr Tyr

Thr Phe Gly Gly Gly Thr Lys

<210>
211>
<212>
<213>

<220>
<223>

<400>

20

35

95

10

85

100

68
321
DNA
Artificial Sequence

VL23

68

GIn Lys

Leu His

25

Pro Gly
40

Thr Gly

Asp Phe Thr Leu

Cys Leu

Leu Glu
105

10 15

Ser GIn Asn Ile Asn Phe Trp
30

Lys Val Pro Lys Leu Leu Ile
45

Val Pro Ser Arg Phe Ser Gly
60

Thr 1le Ser Ser Leu Gln Pro
75 80

Gin Gly GIn Ser Tyr Pro Tyr
90 95

[le Lys

gatatccaga tgactcagag cccaagctct ctgagecgeta gegtcggaga tagggtcaca

atcacttgta gggcctccca gaacatcaac ttctggetca getggtacca gcagaaacce

60

120



ggcaaggtcc ctaagetget gatctacaag gccagcaacc tccacactgg agtcccatcet

aggtttageg gatccggecag cggaactgac ttcactctca caatcagetc tctgecageca

gaggacgtgg ctacatacta ctgecctccaa ggccagtcct acccttacac attcggegge

ggcacaaaac tggagatcaa g

<210>
211>
212>
<213>

<220>
<223>

<400>

69
107
PRT
Artificial Sequence

VL24

69

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1

5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Asn Ile Asn Phe Trp

20 25 30

Leu Ser Trp Tyr GIn GIn Lys Pro Gly Lys Val Pro Lys Leu Leu Ile

35 40 45

Tyr Lys Ala Ser Asn Arg His Thr Gly Val Pro Ser Arg Phe Ser Gly

50

55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro

65

10 15 80

Glu Asp Val Ala Thr Tyr Tyr Cys Leu GIn Gly GIn Ser Tyr Pro Tyr

180

240

300

321



85 90 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 170
211> 321
<212> DNA
213> Artificial Sequence

<220>
<223> VL24

<400> 70
gatatccaga tgactcagag cccaagctct ctgagecgceta gegtcggaga tagggtcaca

atcacttgta gggcctccca gaacatcaac ttctggetca getggtacca gecagaaacce

ggcaaggtcc ctaagectget gatctacaag gccagcaaca ggcacactgg agtcccatcet

aggtttageg gatccggecag cggaactgac ttcactctca caatcagetc tctgcagcca

gaggacgtgg ctacatacta ctgecctccaa ggccagtcct acccttacac attcggegge

ggcacaaaac tggagatcaa g

<210> 71

<211> 1367

<212> PRT

<213> Homo sapiens

<220>
<223> Homo sapiens IGF-I receptor

<400> 71

Met Lys Ser Gly Ser Gly Gly Gly Ser Pro Thr Ser Leu Trp Gly Leu

60

120

180

240

300

321



Leu

Cys

Leu

Ser

65

[le

Gly

Tyr

Gly

Lys

145

Leu

Phe

Gly

Glu

50

Lys

Thr

Asp

Asn

Leu

130

Asn

Leu

Pro

35

Asn

Ala

Glu

Leu

Tyr

115

Tyr

Ala

Ser Ala Ala
20

Gly Tle Asp

Cys Thr Val

Glu Asp Tyr
70

Tyr Leu Leu
85

Phe Pro Asn
100

Ala Leu Val

Asn Leu Arg

Asp Leu Cys
150

Leu

[le

[le

95

Arg

Leu

Leu

[le

Asn

135

Tyr

Asp Ala Val Ser Asn Asn

10

Ser Leu Trp Pro Thr
25

Arg Asn Asp Tyr GlIn
40

Glu Gly Tyr Leu His
60

Ser Tyr Arg Phe Pro
75

Phe Arg Val Ala Gly
90

Thr Val Ile Arg Gly
105

Phe Glu Met Thr Asn
120

[le Thr Arg Gly Ala
140

Leu Ser Thr Val Asp
155

Tyr Ile Val Gly Asn

Ser

Gln

45

[le

Lys

Leu

Trp

Leu

125

[le

Trp

Lys

Gly

30

Leu

Leu

Leu

Glu

Lys

110

Lys

Arg

Ser

Pro

15

Glu Ile

Lys Arg

Leu Ile

Thr Val
80

Ser Leu
95

Leu Phe

Asp Ile

[le Glu

Leu Ile

160

Pro Lys



Glu

Glu

Asn

Thr

225

Ala

Ala

Gly

Glu

Gln

305

Cys

Cys

Lys

Arg

210

Glu

Pro

Gly

Trp

Ser

290

Glu

[le

Gly

Thr

195

Cys

Asn

Asp

Val

Arg

275

Ser

Cys

Pro

165

Asp Leu
180

Thr Ile

GIn Lys

Asn Glu

Asn Asp

245

Cys Val

260

Cys Val

Asp Ser

Pro Ser

Cys Glu

Cys

Asn

Met

Cys

230

Thr

Pro

Asp

Glu

Gly

310

Gly

170

Pro Gly Thr Met Glu Glu
185

Asn Glu Tyr Asn Tyr Arg
200

Cys Pro Ser Thr Cys Gly
215 220

Cys His Pro Glu Cys Leu
235

Ala Cys Val Ala Cys Arg
250

Ala Cys Pro Pro Asn Thr
265

Arg Asp Phe Cys Ala Asn
280

Gly Phe Val Ile His Asp
295 300

Phe Tle Arg Asn Gly Ser
315

Pro Cys Pro Lys Val Cys

205

Lys

Gly

His

Tyr

[le

285

Gly

Gln

Glu

Pro

190

Trp

Arg

Ser

Tyr

Arg

270

Leu

Glu

Ser

Glu

175

Met

Thr

Ala

Cys

Tyr

255

Phe

Ser

Cys

Met

Glu

Cys

Thr

Cys

Ser

240

Tyr

Glu

Ala

Met

Tyr

320

Lys



Lys

Cys

Asn

Thr

385

Phe

Asn

Asp

Ala

Val

465

Asn

Thr Lys

Thr lle
355

[le Ala
370

Gly Tyr

Leu Lys

Tyr Ser

Trp Asp

435

Phe Asn
450

Thr Gly

Asn Gly

325

Thr Tle Asp Ser Val
340

Phe Lys Gly Asn Leu
360

Ser Glu Leu Glu Asn
375

Val Lys Ile Arg His
390

Asn Leu Arg Leu Ile
405

Phe Tyr Val Leu Asp
420

His Arg Asn Leu Thr
440

Pro Lys Leu Cys Val
455

Thr Lys Gly Arg GIn
470

Glu Arg Ala Ser Cys

Thr

345

Leu

Phe

Ser

Leu

Asn

425

[le

Ser

Ser

Glu

330

Ser Ala GIn Met Leu
350

[le Asn 1le Arg Arg
365

Met Gly Leu Ile Glu
380

His Ala Leu Val Ser
395

Gly Glu Glu GIn Leu
410

GIn Asn Leu GlIn GIn
430

Lys Ala Gly Lys Met
445

Glu Ile Tyr Arg Met
460

Lys Gly Asp Ile Asn
475

Ser Asp Val Leu His

335

Gln

Gly

Val

Leu

Glu

415

Leu

Tyr

Glu

Thr

Phe

Gly

Asn

Val

Ser

400

Gly

Trp

Phe

Glu

Arg

480

Thr



Ser

Arg

Glu

Gly

545

Asp

Tyr

His

Ser

Ser

625

Leu

Thr

Pro

Ala

530

Ser

Val

Ala

[le

Val

610

Gln

Ser

Thr

Pro

515

Pro

Asn

Glu

Val

Arg

595

Pro

Leu

Tyr

485

Thr Ser
500

Asp Tyr

Phe Lys

Ser Trp

Pro Gly

565

Tyr Val

580

Gly Ala

Ser Ile

[le Val

Tyr Ile

Lys Asn Arg

Arg Asp Leu
520

Asn Val Thr
535

Asn Met Val
550

[le Leu Leu

Lys Ala Val

Lys Ser Glu
600

Pro Leu Asp
615

Lys Trp Asn
630

Val Arg Trp

[le

905

[le

Glu

Asp

His

Thr

985

[le

Val

Pro

Gln

490

[le

Ser

Tyr

Val

Gly

570

Leu

Leu

Leu

Pro

Arg

[le Thr

Phe Thr

Asp Gly
540

Asp Leu
555

Leu Lys

Thr Met

Tyr Ile

Ser Ala
620

Ser Leu
635

Gln Pro

Trp

Val

925

Gln

Pro

Pro

Val

Arg

605

Ser

Pro

Gln

495

His Arg
510

Tyr Tyr

Asp Ala

Pro Asn

Trp Thr
575

Glu Asn

590

Thr Asn

Asn Ser

Asn Gly

Asp Gly

Tyr

Lys

Cys

Lys

560

Gln

Asp

Ala

Ser

Asn

640

Tyr



Leu

Tyr

Thr

Thr

105

Val

Arg

Arg

Glu

Lys

185

[le

Tyr Arg His
660

Ala Asp Gly
675

Glu Val Cys
690

Glu Ala Glu

Phe Glu Asn

Lys Arg Arg
740

Ser Arg Asn
755

Glu Leu Glu
770

Glu Arg Thr

Asp Ile His

645

Asn

Thr

Lys

Phe

125

Asp

Thr

Thr

Val

Ser

Tyr Cys

[le Asp

Gly Glu
695

GIn Ala
710

Leu His

Val Met

Thr Ala

Glu Tyr
775

[le Ser
790

Cys Asn

Ser

Ile

680

Lys

Glu

Asn

Gln

Ala

160

Pro

Asn

His

Lys

665

Glu

Gly

Lys

Ser

Val

145

Asp

Phe

Leu

Glu

650

Asp Lys Ile

Glu Val Thr

Pro Cys Cys
700

Glu Glu Ala
715

[le Phe Val
730

Ala Asn Thr

Thr Tyr Asn

Phe Glu Ser
780

Arg Pro Phe
795

Ala Glu Lys

Pro

Glu

685

Ala

Glu

Pro

Thr

[le

165

Arg

Thr

Leu

[le

670

Asn

Cys

Tyr

Arg

Met

150

Thr

Val

Leu

Gly

655

Arg Lys

Pro Lys

Pro Lys

Arg Lys

120

Pro Glu
735

Ser Ser

Asp Pro

Asp Asn

Tyr Arg

800

Cys Ser



Ala

Asp

Phe

Tyr

865

Ser

Asn

Asn

Gly

Leu

945

Lys

Ser

[le

Leu

850

Glu

Arg

Pro

Gly

Tyr

930

Leu

Arg Asn Asn Ser

Asn

Pro

835

Lys

Ile

Gln

Gly

Ser

915

Glu

[le

805

Phe Val Phe Ala Arg Thr

820

Gly

Trp

Lys

Glu

Asn

900

Trp

Asn

Val

Pro Val

Pro Glu

Gly
870

Tyr

Tyr Arg

885

Tyr Thr

Thr

Asp

Phe Ile

Gly Gly
950

Arg

825

Thr Trp Glu

840

Pro Glu Asn
855

Ser GIn Val

Lys Tyr Gly

Ala Arg Ile
905

Pro Val Phe
920

His
935

Leu Ile

Leu Val Ile

Leu Gly Asn

810

Met Pro Ala

Pro Arg Pro

Pro Asn Gly
860

Glu Asp GIn
875

Gly Ala Lys
890

Gln Ala Thr

Phe Tyr Val

[le Ala Leu
940

Met Leu Tyr
955

Gly Val Leu

Glu

Glu

845

Leu

Arg

Leu

Ser

Gln

925

Pro

Val

Tyr

815

Gly Ala Asp
830

Asn Ser lle

[le Leu Met

Glu Val

880

Cys

Arg Leu
895

Asn

Leu Ser Gly

910

Ala Lys Thr

Val Ala Val

Phe His Arg

960

Ala Ser Val



965 970 975

Asn Pro Glu Tyr Phe Ser Ala Ala Asp Val Tyr Val Pro Asp Glu Trp
980 985 990

Glu Val Ala Arg Glu Lys Ile Thr Met Ser Arg Glu Leu Gly GIn Gly
995 1000 1005

Ser Phe Gly Met Val Tyr Glu Gly Val Ala Lys Gly Val Val Lys
1010 1015 1020

Asp Glu Pro Glu Thr Arg Val Ala Ile Lys Thr Val Asn Glu Ala
1025 1030 1035

Ala Ser Met Arg Glu Arg 1le Glu Phe Leu Asn Glu Ala Ser Val
1040 1045 1050

Met Lys Glu Phe Asn Cys His His Val Val Arg Leu Leu Gly Val
1055 1060 1065

Val Ser GIn Gly GIn Pro Thr Leu Val Ile Met Glu Leu Met Thr
1070 1075 1080

Arg Gly Asp Leu Lys Ser Tyr Leu Arg Ser Leu Arg Pro Glu Met
1085 1090 1095

Glu Asn Asn Pro Val Leu Ala Pro Pro Ser Leu Ser Lys Met Ile
1100 1105 1110

GIln Met Ala Gly Glu Ile Ala Asp Gly Met Ala Tyr Leu Asn Ala



Asn

Ala

Asp

Leu

Phe

Glu

Glu

Pro

Trp

Ser

1115

Lys Phe
1130

Glu Asp
1145

Ile Tyr
1160

Pro Val
1175

Thr Thr
1190

[le Ala
1205

Gln Val
1220

Asp Asn
1235

Gln Tyr
1250

Ser Ile

Val

Phe

Glu

Arg

Tyr

Thr

Leu

Cys

Asn

Lys

1120

His Arg Asp Leu Ala Ala
1135

Thr Val Lys 1Ile Gly Asp
1150

Thr Asp Tyr Tyr Arg Lys
1165

Trp Met Ser Pro Glu Ser
1180

Ser Asp Val Trp Ser Phe
1195

Leu Ala Glu GIn Pro Tyr
1210

Arg Phe Val Met Glu Gly
1225

Pro Asp Met Leu Phe Glu
1240

Pro Lys Met Arg Pro Ser
1255

Glu Glu Met Glu Pro Gly

1125

Arg Asn Cys Met Val

1140

Phe Gly Met Thr Arg

1155

Gly Gly Lys
1170

Leu Lys Asp
1185

Gly Val Val
1200

Gln Gly Leu
1215

Gly Leu Leu
1230

Gly

Gly

Leu

Ser

Asp

Leu

Val

Trp

Asn

Lys

Leu Met Arg Met Cys

1245

Phe Leu Glu
1260

Phe Arg Glu

[le

Val

[le

Ser



1265 1270 1275

Phe Tyr Tyr Ser Glu Glu Asn Lys Leu Pro Glu Pro Glu Glu Leu
1280 1285 1290

Asp Leu Glu Pro Glu Asn Met Glu Ser Val Pro Leu Asp Pro Ser
1295 1300 1305

Ala Ser Ser Ser Ser Leu Pro Leu Pro Asp Arg His Ser Gly His
1310 1315 1320

Lys Ala Glu Asn Gly Pro Gly Pro Gly Val Leu Val Leu Arg Ala
1325 1330 1335

Ser Phe Asp Glu Arg GIn Pro Tyr Ala His Met Asn Gly Gly Arg
1340 1345 1350

Lys Asn Glu Arg Ala Leu Pro Leu Pro Gln Ser Ser Thr Cys
1355 1360 1365

210> 72

211> 4101

<212> DNA

<213> Homo sapiens

<220>
<223> Homo sapiens IGF-I receptor

<400> 72
atgaagtctg gotccggagg agggtccccg acctegetgt gggggcoteot gtttetetee 60

gececgegetet cgetetggee gacgagtgga gaaatctgeg ggecaggeat cgacatccge 120



aacgactatc

atcctgetca

attaccgagt

cccaacctca

gagatgacca

atcaggattg

ctggatgegg

ctgtgteccag

tacaactacc

aagcgggegt

gcgectgaca

gtgecotgect

ttctgegeca

ggcgagtgca

tgcatccctt

attgattctg

ctcattaaca

atcgaggtgg

ttcctaaaaa

tacgtccteg

agcagctgaa

tctccaagge

acttgetgcet

cggtcatccg

atctcaagga

agaaaaatgc

tgtccaataa

ggaccatgga

gctgotggac

gcaccgagaa

acgacacggc

geeegeccaa

acatcctcag

tgcaggagtg

gtgaaggtcc

ttacttctge

tccgacgggg

tgacgggcta

accttegect

acaaccagaa

gegectggag

cgaggactac

gttcogagtg

cggectggaaa

tattgggett

tgacctetgt

ctacattgtg

ggagaagceg

cacaaaccgc

caatgagtgc

ctgtgtaget

cacctacagg

cgccgagage

ccccteggge

ttgcccgaag

tcagatgctc

gaataacatt

cgtgaagatc

catcctagga

cttgcagcaa

aactgcacgg

cgcagectacce

getggecteg

ctcttctaca

tacaacctga

tacctctcca

gggaataage

atgtgtgaga

tgccagaaaa

tgccacccceg

tgccgecact

tttgagggct

agcgactccg

ttcatccgea

gtctgtgagg

caaggatgca

gcttcagage

cgccattcte

gaggagcage

ctgtgggact

tgatcgaggg

gcttecccaa

agagcctegg

actacgccct

ggaacattac

ctgtggactg

ccccaaagga

agaccaccat

tgtgcccaag

agtgectggg

actactatgc

ggcgetgtet

aggggtttgt

acggcagcca

aagaaaagaa

ccatcttcaa

tggagaactt

atgeccttggt

tagaagggaa

gggaccaccg

ctacctccac

getcacggte

agacctcttc

ggtcatcttc

tcgggggece

gtccctgate

atgtggggac

caacaatgag

cacgtgtggg

cagctgcage

cggtgtetgt

ggaccgtgac

gatccacgac

gagcatgtac

aacaaagacc

gggcaatttg

catggggcte

ctecttgtee

ttactccttc

caacctgacc

180

240

300

360

420

480

540

600

660

120

180

840

900

960

1020

1080

1140

1200

1260

1320



atcaaagcag

cgcatggagg

aacaacgggg

tcgaagaatc

atcagcttca

caggatgcct

gacgtggage

gtcaaggctg

atcttgtaca

tcgaactcct

ctgagttact

aattactgct

gaggaggtca

gcetgoccca

gtctttgaga

gatgtcatge

gacacctaca

agagtggata

atcgatatcc

gtctttgcaa

ggaaaatgta

aagtgacggg

agagagcctc

gcatcatcat

ccgtttacta

gecggctccaa

ccggoatett

tgaccctcac

ttcgcaccaa

cttctcagtt

acattgtgcg

CCaaagacaa

cagagaaccce

aaactgaagc

atttcctgca

aagtggccaa

acatcaccga

acaaggagag

acagctgcaa

ggactatgcc

ctttgetttce

gactaaaggg

ctgtgaaagt

aacctggcac

caaggaagca

cagectggaac

actacatggg

catggtggag

tgcttecagtt

aatcgtgaag

ctggcagegg

aatccccate

caagactgag

cgagaagcag

caactccatc

caccaccatg

cccggaagag

aactgtcatt

ccacgaggcet

cgcagaagga

aatcccaaat

cgccaaagcea

gacgtcctge

cggtaccggce

ccctttaaga

atggtggacg

ctgaagccct

aacgaccata

ccttccattc

tggaaccctc

cagcctcagg

aggaagtatg

gtgtgtggtg

gccgagaagg

ttcgtgecca

tccagccgaa

ctggagacag

tctaaccttc

gagaagectgg

gcagatgaca

tatgtgtttce

aaggggacat

atttcacctc

cccctgacta

atgtcacaga

tggacctccce

ggactcagta

tccgtggegc

ccttggacgt

cctecteotgee

acggctacct

ccgacggcac

gggagaaagyg

aggaggctga

gacctgaaag

gcaggaacac

agtacccttt

ggcctttcac

gctgecagege

ttecectgggece

cgaaatttac

aaacaccagg

caccaccacg

cagggatctc

gtatgatggg

gcccaacaag

cgeecgtttac

caagagtgag

tctttcagca

caacggcaac

ttaccggcac

catcgacatt

gecttgetge

ataccgcaaa

gaagcggaga

cacggeccgea

ctttgagage

attgtaccge

ctccaacttc

agtgacctgg

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520



gagccaagge

ttgattctaa

tccagacagg

tacacagccc

ttcttotatg

ccegtegetg

aagagaaata

ttcagecgetg

atgagccggg

gtggtgaaag

atgcgtgaga

catgtggtegc

ctgatgacac

aatccagtcc

gacggcatgg

tgcatggtag

tatgagacag

cctgagtcce

gtcctotggg

gtcctteget

ctgaaaactc

tgtatgaaat

aatacaggaa

ggattcaggc

tccaggccaa

tcctgttgat

acagcaggcet

ctgatgtgta

aacttgggca

atgaacctga

ggattgagtt

gattgetggg

ggggegatct

tagcacctce

catacctcaa

ccgaagattt

actattaccg

tcaaggatgg

agatcgccac

tcgtcatgga

catcttttta

aaaatacgga

gtatggaggg

cacatctecte

aacaggatat

cgtgggageg

ggggaatgga

cgttcctgat

ggggtogttt

aaccagagtg

tctcaacgaa

tgtggtgtece

caaaagttat

aagcctgage

cgccaataag

cacagtcaaa

gaaaggageg

agtcttcacc

actggccgag

gggcggectt

aagtggecgg

tcacaagttg

gccaagctaa

tctgggaatg

gaaaacttca

ttggtgatta

gtgetgtatg

gagtgggagg

gggatggtct

gccattaaaa

gecttectgtga

caaggccage

ctceggtcte

aagatgattc

ttcgtccaca

atcggagatt

aaagggetge

acttactcgg

cagccctace

ctggacaagc

aacctgagaa

aggatcagceg

accggctaaa

ggtegtggac

tccatctgat

tgctgtacgt

cctetgtgaa

tggcteggga

atgaaggagt

cagtgaacga

tgaaggagtt

caacactggt

tgaggccaga

agatggccgg

gagaccttge

ttggtatgac

tgcecegtgeg

acgtetggte

agggettgte

cagacaactg

tcccaatgga

agaatgtgtg

cccggggaac

agatcctgtg

catcgctctg

cttccataga

cccggagtac

gaagatcacc

tgccaagggt

ggccgceaage

caattgtcac

catcatggaa

aatggagaat

agagattgca

tgccecggaat

gcgagatate

ctggatgtct

ctteggggte

caacgagcaa

tcctgacatg

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540

3600

3660

3720



ctgtttgaac

gagatcatca

tacagcgagg

gagagcgtcc

tcaggacaca

gacgagagac

ctgeccccagt

<210> 73

Q211>

212>
<213>

PRT

<220>
<223>

<400> 73

1367

tgatgegcat

gcagcatcaa

agaacaagct

ccctggacce

aggccgagaa

agccttacge

cttcgacctg

gtgetggcag

agaggagatg

geccgageeg

ctecggectee

Cggeeecgec

ccacatgaac

Macaca fascicularis

tataacccca agatgaggcc

gagcctgget tccgggaggt

gaggagctgg acctggagec

tcgtccteccc tgecactgee

cctggggtege tggtectecg

gggggccgca agaacgageg

Macaca fascicularis IGF-I receptor

ttccttectg

ctccttctac

agagaacatg

cgacagacac

cgccagette

ggccttgecg

Met Lys Ser Gly Ser Gly Glu Gly Ser Pro Thr Ser Leu Trp Gly Leu
1 5 10 15

Leu Phe Leu Ser Ala Ala Leu Ser Leu Trp Pro Thr Ser Gly Glu Ile
20 25 30

Cys Gly Pro Gly Ile Asp Ile Arg Asn Asp Tyr GIn Gln Leu Lys Arg
35 40 45

Leu Glu Asn Cys Thr Val Ile Glu Gly Tyr Leu His Ile Leu Leu Ile
50 55 60

3780

3840

3900

3960

4020

4080

4101



Ser

65

[le

Gly

Tyr

Gly

Lys

145

Leu

Glu

Glu

Asn

Lys

Thr

Asp

Asn

Leu

130

Asn

Asp

Cys

Lys

Arg
210

Ala Glu Asp

Glu Tyr Leu

85

Leu Phe
100

Pro

Tyr Ala
115

Leu

Tyr Asn Leu

Ala Asp Leu

Ala Val Ser

165

Gly Asp Leu

180

Thr Thr
195

Ile

Cys GIn Lys

Tyr

10

Leu

Asn

Val

Arg

Cys

150

Asn

Cys

Asn

Met

Arg

Leu

Leu

[le

Asn

135

Tyr

Asn

Pro

Asn

Cys
215

Ser

Phe

Thr

Phe

120

[le

Leu

Tyr

Gly

Glu

200

Pro

Tyr

Arg

Val

105

Glu

Thr

Ser

[le

Thr

185

Tyr

Ser

Arg Phe Pro
75

Val Ala Gly
90

[le Arg Gly

Met Thr Asn

Arg Gly Ala
140

Thr Val Asp
155

Val Gly Asn
170

Met Glu Glu

Asn Tyr Arg

Ala Cys Gly
220

Lys

Leu

Trp

Leu

125

[le

Trp

Lys

Lys

Cys

205

Lys

Leu

Glu

Lys

110

Lys

Arg

Ser

Pro

Pro

190

Trp

Arg

Thr

Ser

95

Leu

Asp

[le

Leu

Pro

175

Met

Thr

Ala

Val

80

Leu

Phe

Ile

Glu

Ile

160

Lys

Cys

Thr

Cys



Thr

225

Ala

Ala

Gly

Glu

Gln

305

Cys

Lys

Cys

Asn

Glu Asn

Pro Asp

Gly Val

Trp Arg
275

Ser Ser
290

Glu Cys

[le Pro

Thr Lys

Thr Ile

355

[le Ala
370

Asn Glu Cys Cys His
230

Asn Asp Thr Ala Cys
245

Cys Val Pro Ala Cys
260

Cys Val Asp Arg Asp
280

Asp Ser Glu Gly Phe
295

Pro Ser Gly Phe Ile
310

Cys Glu Gly Pro Cys
325

Thr 1le Asp Ser Val
340

Phe Lys Gly Asn Leu
360

Ser Glu Leu Glu Asn
375

Pro

Val

Pro

265

Phe

Val

Arg

Pro

Thr

345

Leu

Phe

Glu Cys Leu Gly
235

Ala Cys Arg His
250

Pro Asn Thr Tyr

Cys Ala Asn Ile
285

[le His Asp Gly
300

Asn Gly Ser GlIn
315

Lys Val Cys Glu
330

Ser Ala GIn Met

[le Asn 1le Arg
365

Met Gly Leu Ile
380

Ser

Tyr

Arg

270

Leu

Glu

Ser

Glu

Leu

350

Arg

Glu

Cys

Tyr

255

Phe

Ser

Cys

Met

Glu

335

Gln

Gly

Val

Ser

240

Tyr

Glu

Ala

Met

Tyr

320

Lys

Gly

Asn

Val



Thr

385

Phe

Asn

Asp

Ala

Val

465

Asn

Ser

Arg

Glu

Gly Tyr

Leu Lys

Tyr Ser

Trp Asp
435

Phe
450

Asn

Thr

Gly

Asn

Gly

Thr

Thr

Pro
515

Pro

Ala
530

Pro

Val

Asn

Phe

420

His

Pro

Thr

Glu

Thr

500

Asp

Phe

Lys Ile Arg
390

Leu Arg Leu
405

Tyr Val Leu

Arg Asn Leu

Lys Leu Cys
455

Lys Gly Arg
470

Arg Ala Ser
485

Trp Lys Asn

Tyr Arg Asp

Lys Asn Val
535

His

Ile

Asp

Thr

440

Val

Gln

Cys

Arg

Leu

520

Thr

Ser

Leu

Asn

425

[le

Ser

Ser

Glu

[le

505

[le

Glu

His Ala Leu
395

Gly Glu Glu
410

Gln Asn Leu

Lys Ala Gly

Glu Ile Tyr
460

Lys Gly Asp
475

Ser Asp Val
490

[le Ile Thr

Ser Phe Thr

Tyr Asp Gly
540

Val

Gln

Gln

Lys

445

Arg

[le

Leu

Trp

Val

925

Gln

Ser

Leu

Gln

430

Met

Met

Asn

His

His

510

Tyr

Asp

Leu

Glu

415

Leu

Tyr

Glu

Thr

Phe

495

Arg

Tyr

Ala

Ser

400

Gly

Trp

Phe

Glu

Arg

480

Thr

Tyr

Lys

Cys



Gly

545

Asp

Tyr

His

Ser

Ser

625

Leu

Leu

Tyr

Thr

Ser

Val

Ala

[le

Val

610

Gln

Ser

Tyr

Ala

Glu
690

Asn

Glu

Val

Arg

595

Pro

Leu

Tyr

Arg

Asp

675

Val

Ser Trp Asn Met Val

Pro Gly
565

Tyr Val
580

Gly Ala

Ser Ile

[le Val

Tyr Ile
645

His Asn
660

Gly Thr

Cys Gly

550

Ile

Lys

Lys

Pro

Lys

630

Val

Tyr

Ile

Gly

Leu

Ala

Ser

Leu

615

Trp

Arg

Cys

Asp

Glu
695

Leu His

Val Thr
585

Glu Ile
600

Asp Val

Asn Pro

Trp GIn

Ser Lys
665

[le Glu
680

Lys Gly

Gly

570

Leu

Leu

Leu

Pro

Arg

650

Asp

Glu

Pro

Asp Val Asp

555

Leu

Thr

Tyr

Ser

Ser

635

Gln

Lys

Val

Cys

Leu Pro

Lys Pro

Met Val

[le Arg
605

Ala Ser
620

Leu Pro

Pro GIn

Ile Pro

Thr Glu
685

Cys Ala
700

Pro

Trp

Glu

590

Thr

Asn

Asn

Asp

[le

670

Asn

Cys

Asn Lys
560

Thr Gln
575

Asn Asp

Asn Ala

Ser Ser

Gly Asn
640

Gly Tyr

655

Arg Lys

Pro Lys

Pro Lys



Thr

105

Val

Arg

Arg

Glu

Lys

185

[le

Ala

Asp

Phe

Glu

Phe

Lys

Ser

Glu

170

Glu

Asp

Ser

[le

Leu
850

Ala Glu Lys

Glu Asn Phe
725

Arg Arg Asp
740

Arg Asn Thr
755

Leu Glu Thr

Arg Thr Val

[le His Ser
805

Asn Phe Val
820

Pro Gly Pro
835

Lys Trp Pro

Gln

710

Leu

Val

Thr

Glu

Ile

190

Cys

Phe

Val

Glu

Ala Glu Lys

His Asn Ser

Met GIn Val
745

Val Ala Asp
760

Tyr Pro Phe
775

Ser Asn Leu

Asn His Glu

Ala Arg Thr
825

Thr Trp Glu
840

Pro Glu Asn
855

Glu Glu Ala
715

[le Phe Val
730

Ala Asn Thr

Thr Tyr Asn

Phe Glu Ser
780

Arg Pro Phe
795

Ala Glu Lys
810

Met Pro Ala

Pro Arg Pro

Pro Asn Gly
860

Glu

Pro

Thr

[le

165

Arg

Thr

Leu

Glu

Glu

845

Leu

Tyr Arg Lys
720

Arg Pro Glu
735

Met Ser
750

Ser

Thr Asp Leu

Val Asp Asn

Arg
800

Leu Tyr

Gly Cys Ser

815

Gly Ala
830

Asp

[le

Asn Ser

[le Leu Met



Tyr

865

Ser

Asn

Asn

Gly

Leu

945

Lys

Asn

Glu

Ser

Glu Ile Lys

Arg GIn Glu

Gly Asn
900

Pro

Gly Ser Trp

915

Tyr Glu Asn

930

Leu Ile Val

Arg Asn Asn

Pro Glu Tyr
980

Val Ala Arg
995

Tyr Gly Ser Gln Val

Tyr

885

Tyr

Thr

Phe

Gly

Ser

965

Phe

Glu

870

Arg

Thr

Asp

Ile

Gly

950

Arg

Ser

Lys

Lys Tyr Gly

Ala Arg Ile
905

Pro Val Phe
920

His Leu Ile
935

Leu Val Ile

Leu Gly Asn

Ala Ala Asp
985

[le Thr
1000

Glu Asp GIn
875

Gly Ala Lys
890

Gln Ala Thr

Phe Tyr Val

[le Ala Leu
940

Met Leu Tyr
955

Gly Val Leu
970

Val Tyr Val

Arg Glu

Asn

Leu

Leu
910

Ser

Gln
925

Ala

Pro Val

Val

Phe

Ala

Tyr

Pro Asp
990

1005

Cys Val
880

Arg Leu
895

Ser Gly

Lys Thr

Ala Val

His Arg
960

Ser Val
975

Glu Trp

Met Ser Arg Glu Leu Gly GIn Gly

Phe Gly Met Val Tyr Glu Gly Val Ala Lys Gly Val Val Lys
1020

1010

1015



Asp

Ala

Met

Val

Arg

Glu

Gln

Asn

Ala

Asp

Glu Pro
1025

Ser Met
1040

Lys Glu
1055

Ser GlIn
1070

Gly Asp
1085

Asn Asn
1100

Met Ala
1115

Lys Phe
1130

Glu Asp
1145

[le Tyr
1160

Glu

Arg

Phe

Gly

Leu

Pro

Gly

Val

Phe

Glu

Thr

Glu

Asn

Gln

Lys

Val

Glu

His

Thr

Thr

Arg Val Ala Ile Lys Thr Val
1030 1035
Arg Ile Glu Phe Leu Asn Glu
1045 1050
Cys His His Val Val Arg Leu
1060 1065
Pro Thr Leu Val Ile Met Glu
1075 1080
Ser Tyr Leu Arg Ser Leu Arg
1090 1095
Leu Ala Pro Pro Ser Leu Ser
1105 1110
[le Ala Asp Gly Met Ala Tyr
1120 1125
Arg Asp Leu Ala Ala Arg Asn
1135 1140
Val Lys Ile Gly Asp Phe Gly
1150 1155
Asp Tyr Tyr Arg Lys Gly Gly
1165 1170

Asn Glu Ala

Ala Ser Val

Leu Gly Val

Leu Met Thr

Pro Glu Met

Lys Met Ile

Leu Asn Ala

Cys Met Val

Met Thr Arg

Lys Gly Leu



Leu

Phe

Glu

Glu

Pro

Trp

Ser

Phe

Asp

Ala

Pro Val
1175

Thr Thr
1190

[le Ala
1205

Gln Val
1220

Asp Asn
1235

Gln Tyr
1250

Ser Ile
1265

Tyr Tyr
1280

Leu Glu
1295

Ser Ser
1310

Arg

Tyr

Thr

Leu

Cys

Asn

Lys

Ser

Pro

Ser

Trp Met

Ser Asp

Leu Ala

Arg Phe

Pro Asp

Pro Lys

Asp Glu

Glu Glu

Glu Asn

Ser Leu

Ser Pro
1180

Val Trp
1195

Glu GIn
1210

Val Met
1225

Met Leu
1240

Met Arg
1255

Met Glu
1270

Asn Lys
1285

Met Glu
1300

Pro Leu
1315

Glu Ser Leu

Ser Phe Gly

Pro Tyr GIn

Glu Gly Gly

Phe Glu Leu

Pro Ser Phe

Pro Gly Phe

Leu Pro Glu

Ser Val Pro

Pro Asp Arg

Lys Asp
1185

Val Val
1200

Gly Leu
1215

Leu Leu
1230

Met Arg
1245

Leu Glu
1260

Arg Glu
1275

Pro Glu
1290

Leu Asp
1305

His Ser
1320

Gly

Leu

Ser

Asp

Met

Ile

Val

Glu

Pro

Gly

Val

Trp

Asn

Lys

Cys

[le

Ser

Leu

Ser

His



Lys Ala Glu Asn Gly Pro Gly Pro Gly Val Leu Val

1325

1330

Leu
1335

Arg Ala

Ser Phe Asp Glu Arg GIn Pro Tyr Ala His Met Asn Gly Gly Arg

1340

Lys Asn Glu Arg Ala Leu Pro Leu Pro GIn Ser Ser

1355

210> 74
<2115
<212>
<213>

DNA

<220>

<223>

<400> 74
atgaagtctg

gecegegetcet

aacgactatc

atcctgctca

atcaccgagt

cccaacctca

gagatgacca

atcaggattg

ctggatgcag

4104

gctectggaga

cgetetggece

agcagctgaa

tctccaagge

acttgetgtt

cggtaatccg

atctcaagga

agaaaaatgc

tgtccaataa

1345

1360

Macaca fascicularis

Macaca fascicularis IGF-I

agggtccceg

gacgagtgga

gegectggag

cgaggactac

gttcegagtg

cggetggaaa

tattgggett

tgacctotgt

ctacattgtg

receptor

acctogetgt

gaaatctgtg

aactgcacgg

cgcagctacc

getggectag

ctcttctaca

tacaacctga

tacctctcca

gggaataagc

1350

Thr
1365

gggggetect

ggccgggeat

tgatcgaggg

gcttcoccaa

agagcctegg

actacgccct

ggaacattac

ctgtggactg

ccccaaagga

Cys

gtttectctee

cgacatccgce

ctacctccac

gctcacggte

agacctgttec

ggtcatcttt

tcggggegece

gtccctgate

atgcggggac

60

120

180

240

300

360

420

480

540



ctgtgtecgg

tacaactacc

aagagggcat

gcgectgaca

gtgcotgect

ttctgegeca

ggcgagtgca

tgcatccctt

attgattctg

ctcattaaca

atcgaggtgg

ttcctaaaaa

tacgtcctecg

atcaaagcag

cgcatggagg

aacaacggsgsg

tggaagaatc

atcagcttca

caggatgcct

gacgtggagc

ggaccatgga

getgetggac

gcaccgagaa

acgacacggc

geeegeccaa

acatcctcag

tgcaggagtg

gtgaaggtcc

ttacttctge

tccgacgggg

tgacgggcta

accttegect

acaaccagaa

ggaaaatgta

aagtgacggg

aaagagccte

gcatcatcat

ccgtttacta

gecggotcecaa

ccggecatectt

ggagaageccg

cacaaaccgc

caacgagtgc

ctgtgtaget

cacctacagg

tgccgagage

cccctcagge

ttgccccaag

tcagatgett

gaataacatt

cgtgaagatc

catcttagga

cttgcagcaa

ctttgettte

gactaaaggg

ctgtgaaagt

aacctggcac

caaggaagca

cagctggaac

actgcatggg

atgtgcgaga

tgccagaaaa

tgccacccceg

tgccgecact

tttgagggct

agcgactccg

ttcatccgea

gtctgtgagg

caaggatgca

gcttcagaac

cgccattcce

gaggagcage

ctatgggact

aatcccaaat

cgccaaagcea

gacgtcctge

cggtaccgge

ccttttaaga

atggtggacg

ctgaagccct

agaccaccat

tgtgcccgag

agtgectggg

actactacgc

ggcgetgtet

agggtttegt

acggcagcca

aagaaaagaa

ccatcttcaa

tggagaactt

atgccttggt

tagaagggaa

gggaccaccg

tgtgtgttte

aaggggacat

atttcacctc

cccctgacta

atgtcacgga

tggacctcce

ggactcagta

caacaatgag

tgootgtegg

cagctgcage

cggtgtetgce

ggaccgtgac

gatccacgac

gagcatgtac

aacaaagacc

gggcaatttg

catggggcte

ctccttgtec

ttactccttc

caacctgacc

ggaaatttac

aaacaccagg

caccaccacg

cagggatctc

gtatgatgegg

gcccaacaag

cgeccgtttac

600

660

120

180

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740



gtcaaggctg

atcttgtaca

tcgaactcct

ctgagttact

aattactgct

gaggaggtca

gcctgoccca

gtctttgaga

gatgtcatge

gacacctaca

agagtggata

attgatatcc

gtctttgcaa

gagccaaggc

ttgattctaa

tccagacagg

tacacagcce

ttcttotatg

cccgtogetg

aagagaaata

tgaccctcac

ttcgcaccaa

cttctcagtt

acattgtgcg

CCaaagacaa

cagagaacce

aaactgaagc

atttcctgca

aagtggccaa

acatcacaga

ataaggagag

acagctgcaa

ggactatgcc

ctgaaaactc

tgtatgaaat

aatacaggaa

ggattcagge

tccaggccaa

tcctgttgat

acagcaggct

catggtggag

tgettcagtt

aatcgtgaag

ctggcagegg

aatccccate

gaagactgag

tgagaagcag

caactccatc

caccaccatg

tctggaagag

aactgtcatt

ccacgaggcet

tgcagaagga

catcttttta

aaaatacgga

gtatggaggg

tacatctctc

aacaggatac

cgtgggaggg

ggggaatgga

aacgaccata

ccttccattc

tggaaccctc

cagcctcagg

aggaagtatg

gtgtgtggts

gccgagaagg

tttgtgecca

tccagccgaa

ctagagacag

tctaaccttc

gagaaactgg

gcagatgaca

aagtggccag

tcacaagttg

gccaagctaa

tctgggaatg

gaaaacttca

ttggtgatca

gtgctgtacg

tccgtggegc

ccttggacgt

cctecteotgee

acggctacct

ccgacggeac

gagagaaagg

aggaggctga

gacctgaaag

gcaggaacac

agtacccttt

ggecctttecac

gctgecagege

ttecectgggece

aacctgagaa

aggatcagceg

accggctaaa

ggtegtggac

tccatctgat

tgctgtacgt

cgtectgtgaa

caagagtgag

tctttcagca

caacggcaac

ttaccggcac

cattgacatt

geccttgetge

gtaccgcaaa

gaagcggaga

cacggtggca

ctttgagage

attgtaccgc

ctccaacttt

agtgacctgg

tcccaatgga

agaatgtgtg

cccggggaac

agatcctgtg

catcgctctg

cttccataga

cccggagtac

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880

2940



ttcagegetg

atgageccggg

gtggtgaaag

atgcgtgaaa

catgtggtegc

ctgatgacgc

aatccagtcc

gacggcatgg

tgcatggtag

tatgagacag

cccgagtcce

gtcctotggg

gtcctteget

ctgtttgaat

gagatcatca

tacagtgagg

gagagegtce

tcaggacaca

gatgagagac

ctgccccagt

cggatgtgta

aacttgggca

acgaacctga

ggatcgagtt

ggttgetggg

ggggcgatct

tagcacctce

catacctcaa

ccgaggattt

actattaccg

tcaaggatgg

agatcgccac

tcgtcatgga

tgatgegcat

gcagcatcaa

agaacaagct

ccctggacce

aggeccgagaa

agccttacge

cttecgacctg

cgttcctgat

ggggtogttt

aaccagagtg

tctcaacgag

tgtggtgtece

caaaagttat

aagcctaage

cgccaacaag

cacagtcaaa

gaaaggagegge

agtcttcacc

actggccgag

gggeggectt

gtgetggcag

agacgagatg

gcccgagecg

cteggeeotece

cggeecegec

acacatgaac

ctga

gagtgggagg

gggatggtct

gccattaaaa

gettectgtga

cagggecage

ctcecggtete

aagatgattc

ttcgtccaca

attggagatt

aaagggetgt

acttactcgg

cagccctace

ctggacaagc

tacaacccca

gagcoctgget

gaggagetgg

tcgtectece

cctggagtge

ggtggecgea

tggcteggga

atgaaggagt

cagtgaacga

tgaaggagtt

caacgetggt

tgaggccaga

agatggetgg

gagaccttge

ttgggatgac

tgccegtgeg

acgtectggtc

agggettgte

cagacaactg

agatgaggce

tccgggaget

acctggagcce

tgccactgee

tggtgetecg

agaacgagcg

gaagatcacc

tgccaagggt

ggaccgegage

caattgtcac

catcatggaa

aatggagaat

agagattgca

tgccecggaat

gcgagatate

ctggatgtct

cttcggggtt

caacgagcaa

ccccgacatg

ttccttectg

ctccttctac

agagaacatg

cgacagacac

cgeccagette

ggccttgeceg

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540

3600

3660

3720

3780

3840

3900

3960

4020

4080

4104



<210>
211>
212>
<213>

15
1425
PRT

<220>
<223>
<400> 75

Met Lys Ser
1

Leu Phe Leu

Gly Pro

35

Cys

Glu
50

Leu Asn

Ser Lys Ala

65

[le Thr Glu

Gly Asp Leu

Tyr Asn Tyr

Gly Ser Gly
5

Ser Ala Ala
20

Gly Tle Asp

Cys Thr Val

Glu Asp Tyr
70

Tyr Leu Leu
85

Phe Pro Asn
100

Ala Leu Val

Oryctolagus cuniculus

Gly Gly Ser

Leu Ser Val
25

[le Arg Asn
40

[le Glu Gly
55

Arg Asn Tyr

Leu Phe Arg

Leu Thr Val

105

[le Phe Glu

Oryctolagus cuniculus IGF-I receptor

Arg Thr Ser
10

Trp Pro Thr

Asp Phe GIn

Phe Leu His
60

Arg Phe Pro
75

Val Ala Gly
90

[le Arg Gly

Met Thr Asn

Ala

Ser

Gln

45

[le

Lys

Leu

Trp

Leu

Trp

Gly

30

Leu

Leu

Leu

Glu

Lys
110

Lys

Gly

15

Glu

Lys

Leu

Thr

Ser

95

Leu

Asp

Leu

[le

Arg

[le

Val

80

Leu

Phe

[le



Gly

Lys

145

Leu

Glu

Glu

Asn

Thr

225

Ala

Ser

Gly

115

Leu Tyr Asn Leu Arg Asn
130 135

Asn Ala Asp Leu Cys Tyr
150

Asp Ala Val Ser Asn Asn
165

Cys Gly Asp Met Cys Pro
180

Lys Thr Ala Ile Asn Asn
195

Arg Cys GIn Lys Met Cys
210 215

Glu Asn Asn Glu Cys Cys
230

Pro Asp Asp Asp Thr Ala
245

Gly Val Cys Val Pro Ala
260

Trp Arg Cys Val Asp Arg

120

[le

Leu

Tyr

Gly

Glu

200

Pro

His

Cys

Cys

Asp

Thr

Ser

[le

Thr

185

Tyr

Ser

Pro

Val

Pro

265

Phe

125

Arg Gly Ala Ile
140

Thr Val Asp Trp
155

Val Gly Asn Lys
170

Leu Glu Glu Lys

Asn Tyr Arg Cys
205

Ala Cys Gly Lys
220

Glu Cys Leu Gly
235

Ala Cys Arg His
250

Pro Asn Thr Tyr

Cys Ala Asn Ile

Arg

Ser

Ser

Pro

190

Trp

Arg

Ser

Tyr

Arg
270

[le

Leu

Pro

175

Leu

Thr

Ala

Cys

Tyr

255

Phe

Glu

[le

160

Lys

Cys

Thr

Cys

His

240

Phe

Glu

Pro Asn Ala



Asp

Gln

305

Cys

Lys

Cys

Asn

Thr

385

Phe

Asn

Asp

Gly

290

Glu

[le

Thr

Thr

[le

370

Gly

Leu

Tyr

Trp

275

Gly

Cys

Pro

Lys

Ile

355

Ala

Tyr

Lys

Ser

Asp

Asp Ser Glu Gly
295

Pro Ser Gly Phe
310

Cys Glu Gly Pro
325

Thr 1le Asp Ser
340

Phe Lys Gly Asn

Ser Glu Leu Glu
375

Val Lys Ile Ser
390

Asn Leu Arg GlIn
405

Phe Tyr Val Leu
420

His Arg Asn Leu

280

Phe Val Ile His Asp
300

[le Arg Asn Gly Ser
315

Cys Pro Lys Val Cys
330

Val Asn Ser Ala GlIn
345

Leu Leu Ile Asn Ile
360

Asn Phe Met Gly Leu
380

His Ser His Ala Leu
395

Ile Leu Gly Glu Glu
410

Asp Asn GlIn Asn Leu
425

Thr Ile Lys Ala Gly

285

Gly

Gln

Glu

Met

Arg

365

[le

Val

Gln

Gln

Lys

Glu Cys

Ser Met

Glu Asp
335

Leu Gln
350

Arg Gly

Glu Val

Ser Leu

Leu Glu
415

GIn Leu
430

Met Tyr

Met

Phe

320

Lys

Gly

Asn

Val

Ser

400

Gly

Trp

Phe



Ala

Val

465

Asn

Ser

Arg

Glu

Gly

945

Asp

Tyr

His

Phe

450

Thr

Asn

Thr

Pro

Ala

530

Ser

Leu

Ala

[le

435

Asn

Gly

Gly

Asn

Pro

515

Pro

Asn

Glu

Val

Arg

Pro Lys

Thr Lys

Glu Arg
485

Thr Trp
500

Asp Tyr

Phe Lys

Ser Trp

Pro Gly
565

Tyr Val
580

Gly Ala

Leu Cys
455

Gly Arg
470

Ala Ser

Lys Asn

Arg Asp

Asn Val

535

Asn Met
550

[le Leu

Lys Ala

Lys Ser

440

Val

Gln

Cys

Arg

Leu

520

Thr

Val

Leu

Val

Glu

Ser

Ser

Glu

[le

505

[le

Glu

Asp

Gln

Thr

985

[le

Glu

Lys

Ser

490

[le

Ser

Tyr

Val

Gly

570

Leu

Leu

445

Ile Tyr Arg
460

Gly Asp Ile
475

Asp Ile Leu

Leu Thr Trp

Phe Thr Val
525

Asp Gly GIn
540

Asp Leu Pro
555

Leu Lys Pro

Thr Met Val

Met Glu

Asn Thr

His Phe
495

His Arg
510

Tyr Tyr

Asp Ala

Pro Asn

Trp Thr
575

Glu Asn
590

Asp

Arg

480

Thr

Tyr

Lys

Cys

Lys

960

Gln

Asp

Tyr 1le Arg Thr Asn Ala



Ser

Ser

625

Leu

Leu

Tyr

Thr

Thr

105

Val

Arg

Arg

Val

610

Gln

Ser

Tyr

Ala

Glu

690

Glu

Phe

Lys

Gly

595

Pro Ser Ile

Leu Ile Val

[le
645

Tyr Tyr

Arg His Asn

660

Asp Gly Thr

675

Val Cys Gly

Ala Glu Lys

Glu Phe

125

Asn

Arg Arg Asp
740

Arg Asn Gly

600

Pro Leu Asp
615

Lys Trp Ser
630

Val Arg Trp

Ser

Tyr Cys

Val
680

[le Asp

Gly Glu
695

Lys

Gln Ala
710

Glu

Asn

Leu His

Val Ala

Gln

Thr Ala Val

[le

Pro

Gln

Lys

665

Glu

Gly

Lys

Ser

Val

145

Asp

Ala
620

Leu Ser

Pro Ser Leu

635

Arg GIn Pro
650

Asp Lys Ile

Glu Val Thr

Cys
700

Pro Cys

Glu Glu Ala

115

[le Phe Val
730

Ala Asn Thr

Met Tyr Asn

605

Ser Asn Ser Ser

Gly Asn
640

Pro Asn

Gin Asp Gly Tyr

655

Pro Ile Arg Lys

670

Glu Asn
685

Pro Lys

Ala Cys Pro Lys

Glu Tyr Arg Lys

120

Pro Glu
735

Pro Arg

Thr Leu Ser Gly
750

Ser Thr Asp Leu



Glu

Glu

185

Asp

Ser

[le

Leu

Glu

865

Arg

Pro

Gly

Glu

170

[le

[le

Asn

Pro

Lys

850

[le

Gln

Gly

Ser

155

Leu

Thr

His

Phe

Gly

835

Trp

Lys

Gln

Asn

Trp

Glu

Val

Ser

Val

820

Pro

Pro

Tyr

Tyr

Tyr

900

Thr

Thr Glu Tyr
775

[le Ser Asn
790

Cys Asn His
805

Phe Ala Arg

Val Thr Trp

Glu Pro Glu
855

Gly Ser GlIn
870

Arg Lys Tyr
885

Thr Ala Arg

Glu Pro Val

160

Pro

Leu

Glu

Thr

Glu

840

Asn

[le

Gly

[le

Phe

Phe

Arg

Ala

Lys

825

Ala

Pro

Glu

Gly

Gln

905

Phe

Phe

Pro

Glu

810

Pro

Arg

Asn

Asp

Ala

890

Ala

Tyr

165

Glu Thr Arg Val Asp Lys
780

Phe Thr Ser Tyr Arg Ile
795 800

Lys Leu Gly Cys Ser Ala
815

Ala Glu Gly Ala Asp Asp
830

Pro Glu Asn Ser Ile Phe
845

Gly Leu Ile Leu Met Tyr
860

Gln Arg Glu Cys Val Ser
875 880

Lys Leu Asn Arg Leu Asn
895

Thr Ser Leu Ser Gly Asn
910

Val Pro Ala Lys Ala Thr



915 920 925

Tyr Glu Ser Phe Met His Leu Ile Ile Ala Leu Pro Val Ala Ile Leu
930 935 940

Leu Ile Val Gly Gly Leu Leu Ile Val Leu Tyr Val Phe His Arg Lys
945 950 955 960

Arg Ser Asn Ser Arg Leu Gly Asn Gly Val Leu Tyr Ala Ser Val Asn
965 970 975

Pro Glu Tyr Phe Ser Ala Ala Asp Val Tyr Val Pro Asp Glu Trp Glu
980 985 990

Val Ala Arg Glu Lys Ile Thr Met Ser Arg Glu Leu Gly Gln Gly Ser
995 1000 1005

Phe Gly Met Val Tyr Glu Gly Val Ala Lys Gly Val Val Lys Asp
1010 1015 1020

Glu Pro Glu Thr Arg Val Ala 1Ile Lys Thr Val Asn Glu Ala Ala
1025 1030 1035

Ser Met Arg Glu Arg Ile Glu Phe Leu Asn Glu Ala Ser Val Met
1040 1045 1050

Lys Glu Phe Asn Cys His His Val Val Arg Leu Leu Gly Val Val
1055 1060 1065

Ser GIn Gly GIn Pro Thr Leu Val Ile Met Glu Leu Met Thr Arg



Gly

Ala

Arg

Gly

Val

Asn

Ala

Phe

Asp

Tyr

1070

Asp Leu
1085

Glu Leu
1100

Arg Phe
1115

Arg Ser
1130

Gln Gly
1145

Arg Ala
1160

Gly Glu
1175

Val His
1190

Phe Thr
1205

Glu Thr

Lys

Gln

Ala

Gln

Pro

Pro

Arg

Val

Asp

1075

Ser Tyr Leu Arg Ser Leu
1090

Arg Glu Arg Gln Arg Gln
1105

Pro Arg Met Ala Ala Thr
1120

Gln Pro Gly Ala Ser Ser
1135

Lys Asp Leu Gly His Leu
1150

Ala Pro Pro Ser Leu Ser
1165

Ala Asp Gly Met Ala Tyr
1180

Asp Leu Ala Ala Arg Asn
1195

Lys Ile Gly Asp Phe Gly
1210

Tyr Tyr Arg Lys Gly Gly

Arg

Arg

Ala

Gly

Pro

Lys

Leu

Cys

Met

Lys

1080

Pro Glu
1095

Gln Asn
1110

Arg Ala
1125

Ser Pro
1140

Leu Pro
1155

Met Ile
1170

Asn Ala
1185

Met Val
1200

Thr Arg
1215

Gly Leu

Val

Phe

Gly

Thr

Ser

Gln

Asn

Ala

Asp

Leu

Glu

[le

Pro

Arg

Gln

Met

Lys

Glu

[le

Pro



Val

Thr

Ala

Val

Asn

Tyr

Val

Tyr

Glu

Ala

1220

Arg Trp Met
1235

His Ser Asp
1250

Thr Leu Ala
1265

Leu Arg Phe
1280

Cys Pro Asp
1295

Asn Pro Lys
1310

Arg Asp Glu
1325

Ser Glu Glu
1340

Pro Glu Asn
1355

Ala Ala Ala

Ser

Val

Glu

Val

Met

Met

Met

Asn

Met

Val

1225

Pro Glu Ser
1240

Trp Ser Phe
1255

Gln Pro Tyr
1270

Met Glu Gly
1285

Leu Phe Glu
1300

Arg Pro Ser
1315

Glu Pro Gly
1330

Lys Pro Pro
1345

Glu Ser Val
1360

Ala Ala Leu

1230

Leu Lys Asp Gly Val
1245

Gly Val Val Leu Trp
1260

GIn Gly Phe Ser Asn
1275

Gly Leu Leu Asp Lys
1290

Leu Met Arg Met Cys
1305

Phe Leu Glu Ile 1Ile
1320

Phe Arg Glu Val Ser
1335

Glu Ala Glu Glu Leu
1350

Pro Leu Asp Pro Ser
1365

Gln Pro Asp Arg His

Phe Thr

Glu Ile

Glu GIn

Pro Asp

Trp Gln

Gly Ser

Phe Tyr

Asp Leu

Ala Asn

Lys Ala



1370

1375

1380

Glu Asn Gly Pro Ser Ala Gly Ala Met Val Leu Arg Ala Ser Phe

1385

1390

1395

Asp Glu Arg Arg Pro Tyr Ala His Met Asn Gly Gly Arg Thr Asp

1400

1405

1410

Glu Arg Ala Leu Pro Leu Pro GIn Ser Ser Thr Cys

1415

<210> 76
211>
212>
<213>

DNA

<220>

<223>

<400> 76
atgaagtctg

gcecgegetet

aatgacttcc

atcctgetca

atcaccgagt

cccaacctca

gagatgacta

atcaggatcg

4278

gctecggagg

cggtotggce

agcagctgaa

tctccaagge

acctgetget

cggtecatccg

acctcaaaga

agaagaacgc

1420

Oryctolagus cuniculus

agggtccegg

gacgagtgga

gegectggag

cgaggactac

gttcogegtg

cggetggaag

catagggctc

cgacctetge

Oryctolagus cuniculus IGF-I receptor

acctcggegt

gaaatctgeg

aactgcacgg

cgcaactacc

gecggeetgg

ctcttctaca

tataacctga

tacctctcca

1425

gggggctect

ggecgggeat

tgatcgaggg

gcttecccaa

agagcctegg

actatgccct

ggaacatcac

cggtggactg

gtttctctee

cgacatccge

cttcctccac

getcaccgte

ggacctgttc

ggtcatttte

CcCcgeegeeece

gtctctcate

60

120

180

240

300

360

420

480



ctggacgccg

atgtgtccag

tacaactacc

aagcgggcat

gcgectgacg

gtgcececgect

ttctgegeca

ggcgagtgca

tgcattccct

attgattctg

ctcattaaca

atcgaggtgg

ttcctgaaga

tacgtcctgg

atcaaagctg

cgcatggagg

aacaacgggg

tggaagaacc

atcagcttca

caggacgcct

tgtccaacaa

ggaccttgga

gectgetggac

gcaccgagaa

acgacacggc

geeegeccaa

acatccctaa

tgcaggagtg

gtgaaggtce

ttaattctgc

tccgacgagg

tgacgggcta

acctccgeca

acaaccagaa

ggaagatgta

acgtgacggg

agagagcctc

gcatcatcct

ccgtotacta

gecggctccaa

ctacattgtg

ggagaagccg

caccaaccgce

caacgaatgc

ctgegteogec

cacctaccga

cgccgatggce

cccgteoggge

gtgccccaag

tcaaatgctc

caataacatt

cgtgaagatc

gatcctaggg

cttgcagcag

cttecgeeottc

gacgaaagga

ctgtgagagce

aacctggcac

caaggaggca

cagectggaac

gggaacaagt

ttgtgcgaga

tgccagaaaa

tgccaccccg

tgcecgecact

ttcgagggct

ggcgactcceg

ttcatccgcea

gtctgtgagg

caaggctgca

geccteggage

agccactcge

gaggagcage

ctctgggact

aaccccaaac

cgccagagea

gacatcctge

cgctaccgee

ccctttaaaa

atggtggacg

ccccaaagga

agaccgccat

tgtgecccag

agtgectggg

actatttcte

ggecgetgegt

agggetttgt

acggcagcca

aagacaagaa

ccatcttcaa

tggagaactt

acgeccttggt

tggaagggaa

gggaccaccg

tgtgegtgte

agggecgacat

atttcacctc

cccctgacta

atgtgacgga

tggacctccce

gtgoggggac

caacaacgag

cgegtgegeg

cagctgccac

cggegtetge

ggaccgegac

catccacgac

gagcatgttc

aacaaagacce

ggggaatctg

catggggctc

cteccttgtce

ctactccttc

caacctgacc

ggaaatttac

aaacaccagg

caccaacacg

cagggatcte

gtatgatggg

tcccaacaag

540

600

660

120

180

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680



gacctagage

gtcaaggccg

atcttgtaca

tccaactcct

ctgagctact

aactactgct

gaggaggtga

gegtgeoccca

gtgttcgaga

gatgteogece

gacatgtaca

agagtggaca

gatatccaca

tttgcgagaa

gcaaggectg

atcctaatgt

agacagcagt

acagcccgga

ttctatgtce

gtcgecatce

ctggtattct

tgaccctcac

ttcgcaccaa

cgtectcaget

acatcgtgag

CCaaagacaa

cggagaacce

agaccgaagc

acttcctgea

aggtggccaa

acagcacgga

aggagataac

gctgcaacca

ccaagectge

aaaactccat

atgagataaa

accgaaagta

ttcaggctac

cagccaaage

tgctcatecgt

actgcaaggg

catggtggag

cgecteagtt

gatcgtgaag

gtggcagegg

aattcccatc

caagacggag

cgagaagcag

caactccatce

caccacgetg

cctggaggag

ggtcatatct

Ccgaggegeag

agaaggagcg

ctttctgaag

atacgggtct

tggaggagcc

gtegetetee

cacctacgag

gggagggetg

ctgaagccct

aatgaccaca

ccttecatce

tggagcccce

cagccccagg

aggaagtatg

gtctgtggeg

gctgagaagg

ttcgtgecca

tccggecgag

ctggagacag

aacctgegge

aagctggggt

gatgacattc

tggeocggaac

cagatcgagg

aagctcaacc

gggaacgget

agcttcatge

ctgatcgtgc

ggactcagta

tccgaggggc

ccttggacat

cgteecectgece

acggectacct

cggacggeac

gagagaaggg

aggaggeogega

gacccgagag

gcaggaacgg

aatacccttt

cgtttacttc

gcagtgectce

cgggeoctgt

ctgagaaccc

accagaggsga

ggctaaacce

cgtggacgga

acctgatcat

tgtacgtctt

cgeccgtctac

caagagtgaa

cctcteggea

caacgggaac

gtaccggcac

catcgacgtg

gecettgetge

gtaccgcaag

gaagcggaga

cacggeggtg

ctttgagacc

ctaccgcate

caactttgte

gacctgggaa

caacggattg

atgtgtgtce

ggggaactat

gecotgtgtte

cgegetgeceg

ccacaggaag

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880



agaagtaaca

agtgcagccg

agccgegage

gtaaaggatg

cgggagagga

gtggtgeggt

atgacgcgag

ttacagagag

gccgcaacag

cccacgaggg

gCCCCagece

atggcatacc

gtggeogagg

acggactact

tccctcaaag

tgggagatcg

cgettogtca

gagctgatge

atcggoagtg

gaggagaaca

gcagactggg

acgtatacgt

ttggccaggg

agccggaaac

tcgagtttct

tgetggggst

gggacctcaa

aaagacagag

ccagggetgg

tgcaggggce

cteccgagtct

tcaacgccaa

atttcacagt

accggaaagg

atggagtctt

ccacgetgge

tggagggegg

gocatgtgttg

tcagagacga

agecgeccga

gaacggagtg

ccctgacgag

ctccttoggg

cagggtggce

caacgaggcg

ggtgtcccag

gagctatcte

acagagacag

gccaggecga

caaggacctg

gagtaagatg

caagtteogtg

caagatcgga

ggggaaagec

caccacccac

agagcagecg

ccttectggac

gcaatacaac

gatggagcce

ggccgagegag

ctgtacgcct

tgggaggteg

atggtctacg

atcaagacgg

tctgtgatga

ggccageccea

aggtccctge

aacttcatcc

agccaacagce

ggccatctte

atccaaatgg

cacagagacc

gatttcggaa

ttgetgecceg

tctgacgtct

taccagggat

aagccggaca

cccaagatge

ggcttecgeg

ctcgacctgg

ctgtgaacce

cgcgggagaa

aaggegtege

tgaacgaggc

aggagttcaa

ccctggteat

gaccggaagt

gecoggttege

caggagcttc

cgetgectte

ccggggagat

ttgetgecceg

tgacgcggga

tgcgetggat

ggtccttegg

tctccaacga

actgeccccga

ggccttectt

aggtctectt

agcccgagaa

ggagtacttc

gatcaccatg

caagggegtg

cgccagcatg

ttgtcaccac

catggagctg

ggaggctgaa

tccteggatg

ttctgggtct

ccagaatcgg

tgcagatggce

gaactgcatg

catctacgag

gtcccccgag

agtcgtccte

gcaggtectg

catgetgttt

cctggagate

ctactacage

catggagagc

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540

3600

3660

3720

3780

3840

3900

3960

4020

4080



gtgccootgg acccctecoge gaacgecget geocgeegteg ccgecctgea geoccgacagg

cacaaggccg agaacggecc gagtgcaggg gegatggtce tgecgagecag ctttgacgag

aggcgaccct acgcgecacat gaatggggge cgecacagacg agegggecct geogetgeeog

cagtcttcga cctgectga

<210>
211>
212>
<213>

<220>
<223>

<400>

17

1367

PRT

Cavia porcellus

Cavia porcellus 1GF-I receptor

11

Met Lys Ser Gly Ser Gly Gly Gly Ser Pro Thr Ser Leu Trp Gly Leu

1

5 10 15

Leu Phe Leu Ser Ala Ala Leu Ser Leu Trp Pro Thr Ser Gly Glu Ile

20 25 30

Cys Gly Pro Gly Ile Asp Ile Arg Asn Asp Tyr GIn Gln Leu Lys Arg

35 40 45

Leu Glu Asn Cys Thr Val Ile Glu Gly Tyr Leu His Ile Leu Leu Ile

50

55 60

Ser Lys Ala Glu Asp Tyr Arg Ser Tyr Arg Phe Pro Lys Leu Thr Val

65

10 15 80

[le Thr Glu Tyr Leu Leu Leu Phe Arg Val Ala Gly Leu Glu Ser Leu

4140

4200

4260

4278



Gly

Tyr

Gly

Lys

145

Leu

Glu

Glu

Asn

Thr

225

Ala

Asp

Asn

Leu

130

Asn

Asp

Cys

Lys

Arg

210

Glu

Pro

85

Leu Phe Pro
100

Tyr Ala Leu
115

Asn

Val

Leu

[le

Tyr Asn Leu Arg Asn

Ala Asp Leu

Ala Val Ser
165

Gly Asp Leu
180

Thr Thr Ile

195

Cys GIn Lys

Tyr GIn Glu

Asp Asp Asp

Cys

150

Asn

Cys

Asn

Met

Cys

230

Thr

135

Tyr

Asn

Pro

Asn

Cys

215

Cys

Ala

Thr

Phe

120

Ile

Leu

Tyr

Gly

Glu

200

Pro

His

Cys

Val

105

Glu

Thr

Ser

[le

Thr

185

Tyr

Ser

Pro

90

[le Arg Gly

Met Thr Asn

Arg Gly Ala
140

Thr Val Asp
155

Val Gly Asn
170

Met Glu Glu

Asn Tyr Arg

Ala Cys Gly
220

Glu Cys Leu
235

Trp

Leu

125

[le

Trp

Lys

Lys

Cys

205

Lys

Gly

Val Ala Cys Arg His

Lys

110

Lys

Arg

Ser

Ser

Pro

190

Trp

Arg

Ser

Phe

95

Leu

Asp

Ile

Leu

Pro

175

Leu

Thr

Ala

Cys

Tyr

Phe

[le

Glu

[le

160

Lys

Cys

Thr

Cys

His

240

Tyr



Ala

Gly

Glu

Gln

305

Cys

Lys

Cys

Asn

Thr

385

Phe

Gly

Trp

Ser

290

Glu

[le

Thr

Thr

[le

370

Gly

Leu

[le

Arg

275

Ser

Cys

Pro

Lys

[le

355

Ala

Tyr

Lys

245

Cys Val

260

Cys Val

Asp Ser

Pro Ser

Glu
325

Cys

Thr
340

[le

Phe

Lys

Glu

Ser

Val

Asn

Pro

His

Glu

Gly

310

Gly

Asp

Gly

Leu

390

Ala Cys Pro
265

Arg Asp Phe
280

Gly Phe Val
295

Phe 1le Arg

Pro Cys Pro

Ser Val Thr
345

Asn Leu Leu
360

Glu Asn Phe
375

Lys Ile Arg His Ser

Leu Arg Leu Ile Leu

250

Pro Gly Thr

Cys Ala Asn

Ile His Asp
300

Asn Gly Ser
315

Lys Val Cys
330

Ser Ala GIn

[le Asn Ile

Met Gly Leu
380

His Ala Leu
395

Gly Glu Glu

Tyr

Ile

285

Gly

Gln

Glu

Met

Arg

365

[le

Val

Gln

255

Arg Phe
270

Pro Asn

Glu Cys

Ser Met

Glu Glu

335

Leu Gln

350

Arg Gly

Glu Val

Ser Leu

Leu Glu

Glu

Ala

Met

Tyr

320

Lys

Gly

Asn

Val

Ser

400

Gly



Asn

Asp

Ala

Val

465

Asn

Ser

Arg

Glu

Gly

945

Asp

Tyr

Trp

Phe

450

Thr

Asn

Thr

Pro

Ala
530

Ser

Ala

Ser

Asp

435

Asn

Gly

Gly

Thr

Pro

515

Pro

Asn

Glu

Phe

420

His

Pro

Thr

Glu

Thr

500

Asp

Phe

Ser

Pro

405

Tyr Val Leu Asp

Arg Asn Leu Thr
440

Lys Leu Cys Val
455

Lys Gly Arg Gln
470

Arg Ala Ser Cys
485

Ser Lys Asn Arg

Tyr Arg Asp Leu
520

Lys Asn Val Thr
535

Trp Asn Met Val
550

Gly Ile Leu Leu

Asn

425

[le

Ser

Ser

Glu

[le

505

[le

Glu

Asp

His

410

GIn

Lys

Glu

Lys

Ser

490

[le

Ser

Tyr

Val

Gly

Asn Leu

Ser Gly

Ile Tyr
460

Gly Asp
475

Asp Val

[le Thr

Phe Thr

Asp Gly
540

Asp Leu
555

Leu Lys

Gln

Lys

445

Arg

[le

Leu

Trp

Val

925

Gln

Pro

Pro

415

Gln Leu
430

Met Tyr

Met Glu

Asn Thr

Arg Phe

495

His Arg

510

Tyr Tyr

Asp Ala

Pro Asn

Trp Thr

Trp

Phe

Glu

Arg

480

Thr

Tyr

Lys

Cys

Lys

960

Gln



Tyr

His

Ser

Ser

625

Leu

Leu

Tyr

Thr

Thr

105

Val

Ala

[le

Val

610

Gln

Ser

Tyr

Ala

Glu

690

Glu

Phe

Val

Arg

995

Pro

Leu

Tyr

Arg

Asp

675

Val

Ala

Glu

565

Tyr Val
580

Gly Ala

Ser Ile

[le Val

Tyr Ile
645

His Asn

660

Gly Thr

Cys Gly

Glu Lys

Asn Phe

Lys Ala

Lys Ser

Pro Leu
615

Lys Trp
630

Val Arg

Tyr Cys

[le Asp

Gly Glu
695

Gln Ala
710

Leu His

Val Thr
585

Glu Ile
600

Asp Val

Asn Pro

Trp Gln

Ser Lys

665

Val Glu

680

Lys Gly

Glu Lys

Asn Ser

570

Leu Thr Met

Leu Tyr Ile

Leu Ser Ala
620

Pro Ser Leu
635

Arg GIn Pro
650

Asp Lys Ile

Glu Val Thr

Pro Cys Cys
700

Glu Glu Ala
715

[le Phe Val

Val Glu
590

Arg Thr
605

Ser Asn

Pro Asn

Gln Asp

Pro Ile

670

Glu Asn

685

Ala Cys

Glu Tyr

Pro Arg

575

Asn Asp

Asn Ala

Ser Ser

Gly Asn
640

Ser Tyr
655

Arg Lys

Pro Lys

Pro Lys

Arg Lys

120

Pro Glu



Arg Arg Arg Arg

Arg

Glu

Lys
785

[le

Ala

Asp

Phe

Tyr
865

Ser

Ser

Glu

110

Glu

Asp

Ser

[le

Leu

850

Glu

Arg

Arg

155

Leu

Arg

Ile

Asn

Pro

835

Lys

[le

GIn

140

Asn

Glu

Thr

His

Phe

820

Gly

Trp

Lys

Glu

125

Asp Val

Thr Thr

Thr Glu

Val Ile

790

Ser Cys
805

Val Phe

Pro Val

Pro Glu

Tyr Gly

870

Tyr Arg

Ala

Val

Tyr

175

Ser

Asn

Ala

Thr

Pro

855

Ser

Lys

Gln Met
745

Ala Asp
760

Pro Phe

Asn Leu

His Glu

Arg Thr

825

Trp Glu

840

Glu Asn

Gln Val

Tyr Gly

130

Ala Asn Thr

Thr Tyr Asn

Phe Glu Ser
780

Arg Pro Phe
795

Ala Glu Lys
810

Met Pro Ala

Ala Arg Pro

Pro Asn Gly
860

Glu Asp GIn
875

Gly Ala Lys

Thr

Ala

165

Arg

Thr

Leu

Glu

Glu

845

Leu

Arg

Leu

Met

150

Thr

Val

Leu

Gly

Gly

830

Asn

[le

Glu

Ser

135

Ser Ser

Asp Pro

Asp Asn

Tyr Arg

800

Cys Ser
815

Ala Asp

Ser Ile

Leu Met

Cys Val
880

Arg Leu



Asn

Asn

Thr

Leu

945

Lys

Asn

Glu

Ser

Asp

Ala

885 890 895

Pro Gly Asn Tyr Thr Ala Arg Ile GIn Ala Thr Ser Leu Ser Gly
900 905 910

Gly Ser Trp Thr Asp Pro Val Phe Phe Tyr Val Pro Ala Lys Thr
915 920 925

Tyr Glu Asn Phe Ile His Leu Ile Ile Ala Leu Pro Val Ala Ile
930 935 940

Leu Ile Val Ala Gly Leu Ala Ile Met Leu Tyr Val Phe His Arg
950 955 960

Arg Asn Ser Ser Arg Leu Gly Asn Gly Val Leu Tyr Ala Ser Val
965 970 975

Pro Glu Tyr Phe Ser Ala Ala Asp Val Tyr Val Pro Asp Glu Trp
980 985 990

Val Ala Arg Glu Lys Ile Thr Met Ser Arg Glu Leu Gly GIn Gly
995 1000 1005

Phe Gly Met Val Tyr Glu Gly Val Ala Lys Gly Val Val Lys
1010 1015 1020

Glu Pro Glu Thr Arg Val Ala Ile Lys Thr Val Asn Glu Ala
1025 1030 1035

Ser Met Arg Glu Arg Ile Glu Phe Leu Asn Glu Ala Ser Val



Met

Val

Arg

Glu

Gln

Asn

Ala

Asp

Leu

Phe

1040

Lys Glu
1055

Phe

Ser Gln Gly

1070

Gly Asp Leu
1085

Asn Ser Pro

1100

Met Ala Gly
1115

Lys Phe Val
1130

Glu Asp Phe
1145

[le Tyr Glu

1160

Pro Val
1175

Arg

Thr Thr His

Asn

Gln

Lys

Ile

Glu

His

Thr

Thr

Trp

Ser

1045

Cys His His

1060

Pro Thr
1075

Leu

Ser Tyr Leu

1090

Leu Ala Pro
1105

[le Ala Asp
1120

Arg Asp Leu
1135

Val Lys
1150

Ile

Asp Tyr Tyr

1165

Met Ser
1180

Pro

Asp Val Trp

Val Val

Val Ile

Arg Ser

Pro Ser

Gly Met

Ala Ala

Gly Asp

Arg Lys

Glu Ser

Ser Phe

1050

Leu
1065

Arg

Met Glu

1080

Leu Arg
1095

Ser
1110

Leu

Ala Tyr

1125

Arg Asn
1140

Phe Gly

1155

Gly Gly

1170

Lys
1185

Leu

Gly Val

Leu Gly Val

Leu Met Thr

Pro Glu Val

Lys Met Ile

Leu Asn Ala

Cys Met Val

Met Thr Arg

Lys Gly Leu

Asp Gly Val

Val Leu Trp



Glu

Glu

Pro

Trp

Ser

Phe

Asp

Ala

Lys

Ser

1190

[le Ala
1205

Gln Val
1220

Asp Asn
1235

Gln Tyr
1250

Ser Val
1265

Tyr Tyr
1280

Leu Glu
1295

Ser Ser
1310

Gly Glu
1325

Phe Asp

Thr Leu Ala

Leu Arg Phe

Cys Pro Asp

Asn Pro Lys

Lys Asp Glu

Ser Glu Glu

Pro Glu Asn

Ser Ser Leu

Asn Gly Pro

Glu Arg GIn

1195

Glu GIn
1210

Val Met
1225

Met Leu
1240

Met Arg
1255

Leu Glu
1270

Asn Lys
1285

Met Glu
1300

Pro Pro
1315

Gly Pro
1330

Pro Tyr

Pro Tyr GIn

Glu Gly Gly

Phe Glu Leu

Pro Ser Phe

Ala Gly Phe

Pro Pro Glu

Ser Val Pro

Pro Asp Arg

Gly Val Leu

Ala His Met

1200

Gly
1215

Leu
1230

Met
1245

Leu
1260

Arg
1275

Pro
1290

Leu
1305

His
1320

Val
1335

Asn

Leu Ser Asn

Leu Asp Lys

Arg Met Cys

Glu Ile Ile

Glu Val Ser

Glu Glu Leu

Asp Pro Ser

Ser Gly His

Leu Arg Ala

Gly Gly Arg



1340

Thr Asn Glu Arg Ala Leu Pro Leu Pro GIn Ser Ser

1355

<210> 78
211>
212>
213>

DNA

<220>

<223>

<400> 78
atgaagtctg

getgegetet

aatgactatc

atcctgctca

atcaccgagt

ccgaacctca

gagatgacca

atcaggattg

ctggatgegg

ctgtgtccag

tacaactacc

aagcgtgegt

4104

Cavia porcellus

gctccggagg

cgctotggec

agcagctaaa

tctccaagge

acttgectget

ccgtecatccg

acctgaagga

agaagaatgce

tgtccaataa

ggaccatgga

gectgotggac

gcaccgagta

1345

1360

agggtcccceg

gacgagtgga

acgcctggag

cgaggactac

gttccgggtce

cggetggaaa

tattgggett

tgacctgtgce

ctacattgtg

ggagaaacca

cacaaatcgc

ccaggagtge

Cavia porcellus IGF-I receptor

acctecgetgt

gaaatctgtg

aactgcacgg

cgcagctacc

gctggecteg

ctcttctata

tacaacctga

tacctctcca

gggaacaagt

ttgtgcgaga

tgccagaaaa

tgccatcctg

1350

Thr
1365

gggggetect

ggecgggeat

tgatcgaggg

gcttcoccaa

agagecctegg

actacgeccct

ggaacattac

cagtggactg

ccccaaagga

agaccaccat

tgtgcccaag

agtgectggg

Cys

gtttotetet

cgacatccge

ctacctccac

gctcaccgte

agacctcttc

ggtcatctte

tcgggggece

gtcgetgate

atgtggagac

caacaatgag

tgecotgegeg

cagctgccat

60

120

180

240

300

360

420

480

540

600

660

120



gcacccgacg

gtgeccocgect

ttctgegeca

ggggagtgcea

tgcatccctt

attgactctg

ctcattaata

attgaggtgg

ttcctgaaaa

tacgtcctgg

atcaaatctg

cgcatggaag

aacaacgggg

tcgaagaacc

atcagcttca

caggatgctt

gacgcggage

gtcaaggccg

atcttgtaca

tccaactcct

acgacacggc

gtccaccegg

acatccccaa

tgcaggagtg

gtgaaggtcc

tgacttctgc

tccgacgggg

tgactggcta

accttecgect

acaaccagaa

ggaagatgta

aagtgacggg

aacgagcctc

gcattatcat

ctgtttacta

gtggctccaa

ctggeatcct

tgaccctcac

ttcgcaccaa

cttectcaget

ctgtgtggec

cacctaccgce

tgctgagage

tcccteoggge

ttgccccaag

tcagatgctc

caataacatt

cgtgaagatc

gatcctggeg

cctgcagcag

ctttgettte

gacgaaaggg

ctgtgaaagt

cacctggecac

caaggaggca

cagttggaac

actgcatggg

catggtagag

tgcttecagtt

catcgtcaag

tgcagacact

ttcgagggct

agtgactccg

ttcatccgcea

gtctgegagg

caagggtgca

gcgtoggaac

cgccattcce

gaggagcage

ctgtgggatt

aatcccaaac

cgccagagcea

gacgtattgc

cggtaccgge

ccgtttaaaa

atggtggacg

ctgaagccct

aacgaccaca

ccttecatte

tggaacccce

tctactatge

ggcgetgtet

agggettegt

acggcageca

aagaaaagaa

ccatcttcaa

tggagaactt

atgececttggt

tggaagggaa

gggaccaccg

tgtgtgtete

aaggggacat

gtttcacctc

ccccagacta

atgtcaccga

tggacctgcce

ggacacagta

tcogtggeec

ccctggatgt

catctectgec

tggcatetge

gcaccgagac

catccatgac

gagcatgtac

gacgaaaacc

gggcaacctg

catggggcte

cteccttgtce

ctactcctte

caacctcacc

tgaaatttac

aaacaccagg

caccaccaca

cagggatctc

gtatgatggg

tcctaacaag

cgeggtetat

caagagtgaa

ccttteggca

caacggaaac

180

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920



ctgagttatt

aattactget

gaagaggtca

gcttgeccca

gtgtttgaga

gatgttgcge

gatacctaca

agagtggata

attgacatcc

gtttttgcaa

gaagcaaggc

ttgattctaa

tccagacagg

tatacagcce

tttttotatg

ccagtcgcca

aagagaaaca

ttcagtgctg

atgagccggg

gtggtgaaag

atatcgtgceg

CCaaagacaa

ccgagaacce

aaaccgaage

atttcctgca

agatggccaa

atgccacaga

acaaggaaag

acagctgtaa

gaaccatgcc

ctgaaaactc

tgtacgaaat

aatacaggaa

ggattcaage

tcccagccaa

tcetgttgat

gcagecaggcet

cggatgtgta

agctggggca

acgagcctga

gtggcagegg

aatccccatc

caagactgaa

cgagaagcag

caactccatc

caccaccatg

tccagaggag

aactgtaatt

ccatgaggcet

cgcagaagga

catcttttta

aaaatacgga

atacggaggg

tacctcgetc

aacaacgtat

tgtggecaggce

ggggaatgga

cgttectgat

aggctoottt

gacccgggta

cagcctcagg

agaaagtatg

gtatgtggtg

gccgagaagg

ttcgtgecga

tccageccgea

ctagagaccg

tcaaacctce

gagaagctgg

gcagatgaca

aagtggccag

tcacaagttg

gccaagctta

tctgggaatg

gaaaacttca

ttggecgataa

gtgttgtacg

gagtgggagg

gggatggtct

gccatcaaga

acagctacct

cggatggcac

gcgagaaagg

aggaggccga

ggcctgaaag

gcaggaacac

aatacccttt

ggccttttac

gctgecagege

ttcctggece

agcctgagaa

aggatcagceg

geceggetaaa

ggtegtggac

tccatctgat

tgetgtacgt

cctetgtgaa

tagcgegaga

acgaaggagt

cagtgaacga

ataccggcac

catcgatgtc

geettgetge

gtaccggaaa

gagecgecea

cacggtggct

ctttgagage

cttgtaccge

ttctaacttt

ggtgacgtegg

tcctaatgga

agaatgtgtg

cccagggaac

agatcctgtg

catcgctctg

cttccatagg

cccggagtac

gaagatcacc

ggctaaaggt

ggccgocaage

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120



atgcgtgaaa

catgtggtgc

ctgatgacge

agccccatcc

gatggcatgg

tgcatggtag

tacgagacag

cctgagtcce

gtceototggg

gtcctteget

ctgtttgagc

gagatcatca

tacagcgagg

gagagegtce

tcaggacaca

gacgagagac

ctgccccagt

<210>

211>

212>
<213>

19
1371
PRT

ggatcgagtt

gactgctagg

ggggggatct

tggcacctcce

catacctcaa

ctgaagattt

actactaccg

tcaaggatgg

agatcgccac

tcgtcatgga

tgatgcgcat

gcagegtcaa

agaacaagcc

cgetggacce

agggegagaa

agccttacge

cgtcaacctg

tctcaatgag

cgtggtgtece

caagagectat

aagcctcage

cgccaacaag

cacagtcaaa

gaaaggagege

agtcttcacc

gctggetgag

gggtggecte

gtgctggcag

agacgagctg

gcccgageceg

atcagcctce

cggacocggee

gcacatgaac

ctga

Rattus norvegicus

gecctotgtga

cagggccage

ctcaggtctt

aagatgatcc

tttgtccaca

attggagatt

aaagggetge

actcattcgg

cagccatacc

ctggacaaac

tacaacccca

gaggcogget

gaggagetgg

tcgtectecce

cccggegtge

ggaggecgeca

tgaaggagtt

ccacactggt

tgaggecgga

agatggeegg

gagaccttge

ttgggatgac

tgcetgtgeg

acgtetggtc

agggettgte

ccgacaactg

agatgaggcc

tccgggaggt

acctggagcc

tgcecgeegee

tggtgeteeg

cgaacgagag

caactgtcat

catcatggag

agtagagaat

agagattgca

tgcccgeaat

gcgagatatt

ctggatgtct

ctteggggte

caacgagcaa

cccagacatg

ttcctteectg

cteccttctac

cgagaacatg

cgacagacac

cgccagectte

ggccttgeceg

3180

3240

3300

3360

3420

3480

3540

3600

3660

3720

3780

3840

3900

3960

4020

4080

4104



220>
<223> Rattus norvegicus IGF-I receptor

<400> 79
Met Lys Ser Gly Ser Gly Gly Gly Ser Pro

1 5 10

Val Phe Leu Ser Ala Ala Leu Ser Leu Trp
20 25

Cys Gly Pro Gly Ile Asp Ile Arg Asn Asp
35 40

Leu Glu Asn Cys Thr Val Ile Glu Gly Phe
50 55

Ser Lys Ala Glu Asp Tyr Arg Ser Tyr Arg
65 70

[le Thr Glu Tyr Leu Leu Leu Phe Arg Val
85 90

Gly Asp Leu Phe Pro Asn Leu Thr Val Ile
100 105

Tyr Asn Tyr Ala Leu Val Ile Phe Glu Met
115 120

Gly Leu Tyr Asn Leu Arg Asn Ile Thr Arg
130 135

Thr Ser

Pro Thr

Tyr Gln

Leu His

60

Phe Pro

15

Ala Gly

Arg Gly

Thr Asn

Gly Ala
140

Leu

Ser

Gln

45

[le

Lys

Leu

Trp

Leu

125

[le

Trp

Gly

30

Leu

Leu

Leu

Glu

Lys

110

Lys

Arg

Gly

15

Glu

Lys

Leu

Thr

Ser

95

Leu

Asp

[le

Leu

[le

Arg

[le

Val

80

Leu

Phe

[le

Glu



Lys

145

Leu

Glu

Glu

Asn

Thr

225

Thr

Lys

Gly

Glu

Asn

Asp

Cys

Lys

Arg

210

Glu

Pro

Gly

Trp

Ser
290

Ala Asp Leu

Ala Val Ser
165

Gly Asp Leu
180

Thr
195

Thr Tle

GIn Lys

Cys

Asn Asn Glu

Asp Asn
245

Asp

Val Cys Val

260

Arg Cys Val
275

Ser Asp Ser

Cys Tyr Leu Ser

150

Asn Asn Tyr Ile

Cys Pro Gly Thr
185

Glu
200

Asn Asn Tyr

Met Cys Pro Ser

215

Cys Cys His Pro

230

Thr Thr Cys Val

Pro Ala Pro

265

Cys

Asp Arg Asp Phe
280

Asp Gly Phe Val
295

Thr 1le Asp
155

Val Gly Asn
170

Leu Glu Glu

Asn Tyr Arg

Val Cys Gly
220

Glu Cys Leu
235

Ala Cys Arg
250

Pro Gly Thr

Cys Ala Asn

[le His Asp
300

Trp

Lys

Lys

Cys

205

Lys

Gly

His

Tyr

[le

285

Gly

[le
160

Ser Leu

Pro Lys

175

Pro

Pro Met Cys

190

Trp Thr Thr

Arg Ala Cys

His
240

Ser Cys

Tyr Tyr

255

Tyr

Arg Phe Glu

210

Pro Asn Ala

Glu Cys Met



Gln Glu
305

Cys Ile

Lys Lys

Gly Cys

Asn Asn

370

Val Thr
385

Ser Phe

Gly Asn

Trp Asp

Phe Ala
450

Cys

Pro

Thr

Thr

355

[le

Gly

Leu

Tyr

Trp

435

Phe

Pro Ser

Cys Glu
325

Lys Thr
340

[le Leu

Ala Ser

Tyr Val

Lys Asn
405

Ser Phe
420

Asn His

Asn Pro

Gly Phe
310

Gly Pro

[le Asp

Lys Gly

Glu Leu
375

Lys Ile

390

Leu Arg

Tyr Val

Arg Asn

Lys Leu
455

[le Arg

Cys Pro

Ser Val
345

Asn Leu
360

Glu Asn

Arg His

Leu Ile

Leu Asp
425

Leu Thr
440

Cys Val

Asn

Lys

330

Thr

Leu

Phe

Ser

Leu

410

Asn

Val

Ser

Ser Thr
315

Val Cys

Ser Ala

[le Asn

Met Gly

380

His Ala
395

Gly Glu

GIn Asn

Arg Ser

Glu Ile
460

Gln

Gly

Gln

[le

365

Leu

Leu

Glu

Leu

Gly

445

Tyr

Ser Met

Asp Glu
335

Met Leu
350

Arg Arg

[le Glu

Val Ser

Gln Leu
415

Gln Gln
430

Lys Met

Arg Met

Tyr

320

Glu

Gln

Gly

Val

Leu

400

Glu

Leu

Tyr

Glu



Glu

465

Arg

Thr

Tyr

Lys

Cys

945

Lys

Gln

Asp

Ala

Val

Asn

Ser

Arg

Glu

530

Gly

Glu

Tyr

His

Ser
610

Thr

Asn

Thr

Pro

515

Ala

Ser

Gly

Ala

Ile

595

Val

Gly

Gly

Thr

500

Pro

Pro

Asn

Glu

Val

580

Arg

Pro

Thr Lys Gly
470

Glu Arg Ala
485

Thr Trp Lys

Asp Tyr Arg

Phe Lys Asn

535

Trp Asn
550

Ser

Pro Gly Ile
565

Tyr Val Lys

Gly

Ala Lys

[le Pro
615

Ser

Arg GIn Ser

Glu
490

Ser Cys

Asn Arg Ile

505

Asp Leu Ile

520

Val Thr Glu

Met Val

Asp

His
570

Leu Leu

Ala Val
585

Thr

Ser Glu
600

Leu Asp Val

Lys Gly Asp
475

Ser Asp Val

Ile Ile Thr

Phe Thr

925

Ser

Asp Gly

540

Tyr

Val
555

Asp Leu

Gly Leu Lys

Leu Thr Met

[le
605

Leu Tyr

Ser Ala
620

Leu

[le Asn Thr
480

Leu Arg Phe
495

Trp His Arg
510

Val Tyr Tyr

Gln Asp Ala

Pro Pro Asn
560

Pro Trp Thr
575

Val Glu Asn
590

Arg Thr Asn

Ser Asn Ser



Ser

625

Asn

Tyr

Lys

Lys

Lys

105

Lys

Glu

Ser

Pro

Ser

Leu

Leu

Tyr

Thr

690

Thr

Val

Arg

Arg

Glu
770

Gin Leu Ile

Ser Tyr Tyr
645

Phe Arg His
660

Ala Asp Gly
675

Glu Val Cys

Glu Ala Glu

Phe Glu Asn
725

Arg Arg Arg
740

Ser Arg Asn
755

Glu Phe Glu

Val

630

Ile

Asn

Thr

Gly

Lys

10

Phe

Asp

Thr

Thr

Lys Trp Asn

Val Arg Trp

Tyr Cys Ser
665

[le Asp Val
680

Gly Asp Lys
695

Gln Ala Glu

Leu His Asn

Val Leu GIn
745

Thr Val Ala
760

Glu Tyr Pro
775

Pro

Gln

650

Lys

Glu

Gly

Lys

Ser

130

Val

Asp

Phe

Pro Thr
635

Arg GIn

Asp Lys

Glu Val

Pro Cys

100

Glu Glu

115

[le Phe

Ala Asn

Thr Tyr

Phe Glu
780

Leu

Pro

Ile

Thr

685

Cys

Ala

Val

Thr

Asn

165

Ser

Pro Asn

GIn Asp
655

Pro Ile
670

Glu Asn

Ala Cys

Glu Tyr

Pro Arg
735

Thr
750

Met

[le

Thr

Arg Val

Gly

640

Gly

Arg

Pro

Pro

Arg

120

Pro

Ser

Asp

Asp



Asn

185

Arg

Ser

Asp

[le

Met

865

Val

Leu

Gly

Thr

Lys

[le

Ala

Asp

Phe

850

Tyr

Ser

Asn

Asn

Thr
930

Glu

Asp

Ser

[le

835

Leu

Glu

Arg

Pro

Gly

915

Tyr

Arg Thr

Ile His
805

Asn Phe
820

Pro Gly

Lys Trp

Ile Lys

Gln Glu
885

Gly Asn
900

Ser Trp

Glu Asn

Val 1le Ser Asn
790

Ser Cys Asn His

Val Phe Ala Arg
825

Pro Val Thr Trp
840

Pro Glu Pro Glu
855

Tyr Gly Ser GIn
870

Tyr Arg Lys Tyr

Tyr Thr Ala Arg
905

Thr Asp Pro Val
920

Phe Met His Leu
935

Leu Arg Pro
795

Glu Ala Glu
810

Thr Met Pro

Glu Pro Arg

Asn Pro Asn
860

Val Glu Asp
875

Gly Gly Ala
890

[le GIn Ala

Phe Phe Tyr

[le Ile Ala
940

Phe

Lys

Ala

Pro

845

Gly

Gln

Lys

Thr

Val

925

Leu

Thr Leu

Leu Gly
815

Glu Gly
830

Glu Asn

Leu Ile

Arg Glu

Leu Asn
895

Ser Leu
910

Pro Ala

Pro Val

Tyr

800

Cys

Ala

Ser

Leu

Cys

880

Arg

Ser

Lys

Ala



[le Leu Leu Ile Val Gly Gly Leu Val Ile Met Leu Tyr Val Phe His
945 950 955 960

Arg Lys Arg Asn Asn Ser Arg Leu Gly Asn Gly Val Leu Tyr Ala Ser
965 970 975

Val Asn Pro Glu Tyr Phe Ser Ala Ala Asp Val Tyr Val Pro Asp Glu
980 985 990

Trp Glu Val Ala Arg Glu Lys Ile Thr Met Asn Arg Glu Leu Gly GIn
995 1000 1005

Gly Ser Phe Gly Met Val Tyr Glu Gly Val Ala Lys Gly Val Val
1010 1015 1020

Lys Asp Glu Pro Glu Thr Arg Val Ala Ile Lys Thr Val Asn Glu
1025 1030 1035

Ala Ala Ser Met Arg Glu Arg Ile Glu Phe Leu Asn Glu Ala Ser
1040 1045 1050

Val Met Lys Glu Phe Asn Cys His His Val Val Arg Leu Leu Gly
1055 1060 1065

Val Val Ser GIn Gly GIn Pro Thr Leu Val Ile Met Glu Leu Met
1070 1075 1080

Thr Arg Gly Asp Leu Lys Ser Tyr Leu Arg Ser Leu Arg Pro Glu
1085 1090 1095



Val

Met

Asn

Met

Thr

Gly

Gly

Leu

Ser

Asp

Glu GIn Asn Asn
1100

[le GIn Met Ala
1115

Ala Asn Lys Phe
1130

Val Ala Glu Asp
1145

Arg Asp Ile Tyr
1160

Leu Leu Pro Val
1175

Val Phe Thr Thr
1190

Trp Glu Ile Ala
1205

Asn Glu GIn Val
1220

Lys Pro Asp Asn
1235

Leu

Gly

Val

Phe

Glu

Arg

His

Thr

Leu

Cys

Val Leu
1105

Glu TIle
1120

His Arg
1135

Thr Val
1150

Thr Asp
1165

Trp Met
1180

Ser Asp
1195

Leu Ala
1210

Arg Phe
1225

Pro Asp
1240

[le

Ala

Asp

Lys

Tyr

Ser

Val

Glu

Val

Met

Pro

Asp

Leu

Ile

Tyr

Pro

Trp

Gln

Met

Leu

Pro Ser
1110

Gly Met
1125

Ala Ala
1140

Gly Asp
1155

Arg Lys
1170

Glu Ser
1185

Ser Phe
1200

Pro Tyr
1215

Glu Gly
1230

Phe Glu
1245

Leu

Ala

Arg

Phe

Gly

Leu

Gly

Gln

Gly

Leu

Ser Lys

Tyr Leu

Asn Cys

Gly Met

Gly Lys

Lys Asp

Val Val

Gly Leu

Leu Leu

Met Arg



Met

[le

Cys Trp GIn Tyr
1250

[le Gly Ser Ile
1265

Val Ser Phe Tyr Tyr
1280

Glu Leu Glu Met Glu
1295

Val Pro Leu Asp Pro
1310

Glu Arg His Ser Gly
1325

Val Leu Arg Ala Ser
1340

Asn Gly Gly Arg Ala
1355

Ser Thr Cys
1370

<210> 80

Q211> 4116

<212> DNA

Asn

Lys

Ser

Leu

Ser

His

Phe

Asn

Pro Lys Met Arg

1255

Asp Glu
1270

Met Glu

Glu Glu
1285

Asn Lys

Glu
1300

Leu Glu Pro

Ala Ser
1315

Ser Ala

Lys Ala
1330

Glu Asn

Asp Glu
1345

Arg GIn

Glu Arg Ala Leu
1360

Pro

Pro

Pro

Glu

Ser

Gly

Pro

Pro

Ser Phe Leu Glu

1260

Ser Phe GIn Glu

1275

Pro Glu Pro Glu
1290

Asn Met Glu Ser
1305

Leu Pro Leu Pro

1320

Pro Gly Val Leu
1335

Tyr Ala His Met

1350

Leu Pro GIn Ser

1365



213>

<220>
<223>

<400> 80
atgaagtctg

gccgegetet

aacgactatc

atcctgctca

atcaccgagt

ccgaacctca

gagatgacca

atcaggattg

ttggatgegg

ctgtgtccag

tacaactacc

aagcgagcct

acaccggacg

gtgecotgect

ttctgegeca

ggcgagtgca

tgtatccecct

gctecggagg

cgctotggee

agcagctgaa

tctccaagge

acttgetgcet

cagtcatccg

atctcaagga

agaaaaacgc

tgtccaataa

ggaccttgga

gctgotggac

gcaccgagaa

acaacacaac

geccecgectgg

acatccccaa

tgcaggagtg

gtgaaggccce

Rattus norvegicus

agggtccccg

gacgagtgga

gecgectggaa

cgaggactac

gtttogagtg

tggctggaaa

tattgggett

tgacctetgt

ctacattgtg

ggagaagcce

cacaaatcgc

caatgagtgc

ctgegtggece

cacctacagg

cgccgagage

tccatcagge

ctgccccaag

Rattus norvegicus IGF-I receptor

acctcgetgt

gaaatttgtg

aactgcacgg

cgaagctacc

gececggecteg

ctcttctaca

tataatctga

tacctctcca

gggaacaagc

atgtgtgaga

tgccagaaaa

tgccaccegg

tgeccgacact

ttcgagggct

agtgactcag

ttcatccgcea

gtctgeggeg

gggggctegt

ggcccggeat

tgatcgaggg

gcttcoccaa

agagcctggg

attacgcact

ggaacattac

ccatagactg

ccccaaagga

agaccaccat

tgtgecccaag

agtgectagg

actactacaa

ggcgetgtet

atggettegt

acagcaccca

atgaagaaaa

gtttctctee

tgacatccge

cttecteccac

gctcacagte

agacctctte

ggtcatctte

tcgggggece

gtctctcate

atgtggggac

caacaatgag

tgtgtgtegg

cagctgccac

aggegtgtge

ggaccgggat

catccacgat

gagcatgtac

gaaaacgaaa

60

120

180

240

300

360

420

480

940

600

660

120

180

840

900

960

1020



accatcgatt

ctgcttatta

ctcatcgagg

tccttectga

ttctatgtce

accgtcaggt

taccgaatgg

aggaacaacg

acctggaaga

ctcatcagtt

gggcaggatg

aaggagegees

tatgtcaagg

gaaatcttgt

gcatcaaact

aacttgagtt

cacaactact

gtggaggagg

tgtgeoctgte

aaagtctttg

ctgtgacgtc

acatccggeg

tggtgactgg

agaaccttcg

tggacaacca

cagggaaaat

aggaggtgac

gagagcgage

accgcatcat

tcacagtcta

cctgtggcte

agcctggeat

ctgtgaccct

acattcgcac

cctecctectcea

actacattgt

gctccaaaga

tgacagaaaa

ctaaaaccga

agaatttcct

tgcccagatg

aggcaataac

ctacgtgaag

tctcatctta

gaacttgcag

gtacttcget

aggaacaaag

ttcctgtgaa

cataacgtgg

ctacaaggag

caacagetgg

tttgctgeat

caccatggtg

caacgcttca

gectgategtg

gaggtggcag

caaaataccc

tcccaagaca

agctgagaag

tcacaactcc

ctccaagggt

attgecctegg

atccgccatt

ggagaggage

cagetgtggg

ttcaatccca

ggacggcaga

agtgatgttc

caccggtacc

gcacccttta

aacatggtgg

gggctgaage

gaaaacgacc

gtteccttcca

aagtggaacc

Cggragecgc

atcagaaagt

gaagtgtgeg

caggctgaga

atctttgtgc

gcaccatttt

aattggagaa

cccatgectt

agctagaagg

actggaacca

agetgtgtgt

gcaaaggaga

tccgtttcac

ggecgecgga

aaaacgtcac

acgtggacct

cctggaccca

acatccgtgg

ttcctctaga

ccccaactet

aggatggcta

acgccgatgg

gtggtgataa

aggaggagge

ccagacctga

gaagggcaat

cttcatgggg

ggtctecttg

aaactactcc

ccggaacctg

ctctgaaatt

cataaacacc

ctccaccacc

ctaccgggat

ggaatacgac

gcctccgaac

gtatgcagtc

ggccaaaagt

tgtcecteoteg

gcccaatggt

tctgttocgg

taccatcgat

agggeecgtge

tgagtaccgt

gaggageces

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220



agagatgtcc

gctgacacct

agcagagtgg

cgtatcgata

tttgtotttg

tgggagccaa

ggattgattc

gtgtccagac

aactatacgg

gtgttottet

ctgceggttg

agaaagagga

tatttcagcg

accatgaacc

ggegtggtcea

agtatgegtg

caccatgtgg

gaactaatga

cagaataatc

attgcagatg

tgcaggtggc

acaatatcac

ataacaagga

tccacagctg

caagaaccat

gacctgaaaa

taatgtatga

aggagtacag

cccggattca

atgtcccage

ccatcctget

ataacagcag

cagctgatgt

gggagetecgg

aggacgagcce

agagaattga

tccggttget

cacgtggcga

tagtcctgat

gcatggeccta

taacaccacc

agacccggaa

gaggactgtc

caaccacgag

gccageagaa

ctccatettt

aataaaatac

gaagtatgga

ggctacctce

caaaacaacg

gattgtggge

attgggcaac

gtacgtgect

acaagggtcec

tgaaaccaga

gtttctcaac

gggtgtagta

tctcaaaagt

tccteccgage

cctcaatgec

atgtccagce

gagttcgaga

atttccaacc

gctgagaagce

ggagcagatg

ttaaagtggc

ggatcgcaag

ggggecaaac

ctctectggga

tatgagaatt

ggcctggtaa

ggggtgetgt

gatgaatggg

ttcgggatgg

gtggecatca

gaggectcag

tcccaaggee

tatctcecggt

ttaagcaaga

aacaagttcg

gaagcaggaa

cagaatacce

tccggoeottt

tgggetgcag

acattcectgg

cagaacccga

tcgaggatca

ttaaccgtct

atgggtcgtg

tcatgecatct

tcatgctgta

acgcctetgt

aggtagctcg

tctatgaagg

agacagtgaa

tgatgaagga

agcccaccct

ctctaaggce

tgatccagat

tccacagaga

caccacggta

tttotttgag

cactctgtac

cgcctccaac

cccagtgacc

gaaccccaac

gegggaatgt

aaacccaggg

gacagatcct

gatcattgct

tgtectteccat

gaaccccgag

ggagaagatc

agtggccaag

tgaggetgca

gttcaactgt

ggtcatcatg

agaggtggag

ggctggagag

cctggetget

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3360

3420



cggaactgca

gacatctacg

atgtcteccg

ggggtegtee

gagcaagttc

gatatgctgt

ttcctggaga

ttctactaca

ctggageccg

cctetgectg

cgtgccagtt

agggeottge

<210> 81

211>

212>
213>

PRT
Mus

<220>
<223>

<400> 81

1373

tggtagetga

agacggacta

agtccctcaa

tctgggagat

ttegtttegt

ttgaacttat

tcatcggaag

gcgaggagaa

agaacatgga

aaagacactc

ttgatgagag

ctctgeccca

musculus

agatttcaca

ctaccggaaa

ggatggegtc

cgeccactetg

catggagggce

gcgecatgtgce

catcaaggat

caagcctcca

gagegtccceg

aggacacaag

acagccttac

gtcctcaace

gtcaaaattg

gecggeaagyg

ttcaccactc

gctgagcage

ggccttetgg

tggcagtaca

gagatggage

gagccggageg

ctggaccctt

gctgagaacg

gctcacatga

tgctga

Mus musculus IGF-I receptor

gagattttgg

gettgetgee

attccgatgt

cgtaccaggg

acaagccgga

accccaagat

ccagtttcca

agctggagat

cggectecte

geccctggegt

atgggggacg

tatgacacga

tgtgecgotgg

ctggtecttt

cctgtccaac

taactgecccce

gecggecctee

ggaggtctce

ggagctggag

agecctcecctg

getggttecte

cgccaacgag

Met Lys Ser Gly Ser Gly Gly Gly Ser Pro Thr Ser Leu Trp Gly Leu

1

5

10

15

Val Phe Leu Ser Ala Ala Leu Ser Leu Trp Pro Thr Ser Gly Glu Ile

3480

3540

3600

3660

3720

3780

3840

3900

3960

4020

4080

4116



Cys

Leu

Ser

65

[le

Gly

Tyr

Gly

Lys

145

Leu

Glu

Gly

Glu

50

Lys

Thr

Asp

Asn

Leu

130

Asn

Asp

Cys

20

Pro Gly
35

Asn Cys

Ala Glu

Glu Tyr

Leu Phe

100

Tyr Ala

115

Tyr Asn

Ala Asp

Ala Val

Gly Asp

[le

Thr

Asp

Leu

85

Pro

Leu

Leu

Leu

Ser

165

Leu

25

Asp Ile Arg Asn Asp Tyr GlIn

Val Ile
55

Tyr Arg
70

Leu Leu

Asn Leu

Val Ile

Arg Asn

135

Cys Tyr
150

Asn Asn

Cys Pro

40

Glu

Ser

Phe

Thr

Phe

120

[le

Leu

Tyr

Gly

Gly

Tyr

Arg

Val

105

Glu

Thr

Ser

[le

Thr

Phe Leu His
60

Arg Phe Pro
75

Val Ala Gly
90

[le Arg Gly

Met Thr Asn

Arg Gly Ala
140

Thr Tle Asp
155

Val Gly Asn
170

Leu Glu Glu

Gln

45

[le

Lys

Leu

Trp

Leu

125

[le

Trp

Lys

Lys

30

Leu

Leu

Leu

Glu

Lys

110

Lys

Arg

Ser

Pro

Pro

Lys Arg

Leu Ile

Thr Val
80

Ser Leu
95

Leu Phe

Asp Ile

[le Glu

Leu Ile
160

Pro Lys
175

Met Cys



Glu

Asn

Thr

225

Thr

Lys

Gly

Glu

Gln

305

Cys

Lys

Lys

Arg

210

Glu

Pro

Gly

Trp

Ser

290

Glu

[le

Lys

180

Thr Thr Ile
195

Cys GIn Lys

Asn Asn Glu

Asp Asp Asn
245

Val Cys Val
260

Arg Cys Val
275

Ser Asp Ser

Cys Pro Ser

185

Asn Asn Glu Tyr
200

Met Cys Pro Ser
215

Cys Cys His Pro
230

Thr Thr Cys Val

Pro Ala Cys Pro
265

Asp Arg Asp Phe
280

Asp Gly Phe Val
295

Gly Phe Ile Arg
310

Asn Tyr Arg

Val Cys Gly
220

Glu Cys Leu
235

Ala Cys Arg
250

Pro Gly Thr

Cys Ala Asn

[le His Asp
300

Asn Ser Thr
315

Pro Cys Glu Gly Pro Cys Pro Lys Val Cys

325

Thr Lys Thr

[le Asp Ser Val

330

Thr Ser Ala

Cys

205

Lys

Gly

His

Tyr

[le

285

Asp

Gln

Gly

Gln

190

Trp

Arg

Ser

Tyr

Arg
270

Thr

Ala

Cys

Tyr

255

Phe

Thr

Cys

His

240

Tyr

Glu

Pro Asn Ala

Glu

Ser

Asp

Met

Cys

Met

Glu
335

Leu

Met

Tyr

320

Glu

Gln



Gly

Asn

Val

385

Ser

Gly

Trp

Phe

Glu

465

Arg

Thr

Cys

Asn

370

Thr

Phe

Asn

Asp

Ala

450

Val

Asn

Ser

340

Thr Ile Leu
355

[le Ala Ser

Val

Gly Tyr

Asn
405

Leu Lys

Tyr Ser Phe

420

Trp Asn His
435

Phe Asn Pro

Thr Gly Thr

Asn Gly Glu
485

Thr Thr Thr

Lys

Glu

Lys

390

Leu

Tyr

Arg

Lys

Lys

470

Arg

Trp

345

Gly Asn Leu
360

Leu Glu Asn

375

Arg His

Arg Leu Ile

Val Leu Asp

425

Leu Thr
440

Asn

Leu Cys Val

455

Gly Arg GIn

Ala Ser Cys

Lys Asn Arg

Leu

Phe

Ser

Leu

410

Asn

Val

Ser

Ser

Glu

490

[le

[le
365

[le Asn

Met Gly Leu

380

His Ala Leu

395

Gly Glu Glu

Leu

GIn Asn

Gly
445

Arg Ser

Glu Ile
460

Tyr

Lys Gly Asp
475

Ser Asp Val

Ile Ile Thr

350

Arg Arg Gly

[le Glu Val

Val Ser Leu

400

GIn Leu
415

Glu

Gln Gln
430

Leu

Lys Met Tyr

Arg Met Glu

[le Asn Thr
480

Leu Arg Phe
495

Trp His Arg



Tyr

Lys

Cys

945

Lys

Gln

Asp

Ala

Ser

625

Asn

Tyr

Arg

Glu

530

Gly

Glu

Tyr

His

Ser

610

Ser

Leu

Leu

Pro

515

Ala

Ser

Gly

Ala

Ile

595

Val

Gln

Ser

Tyr

500

Pro Asp Tyr

Pro Phe Lys

Trp
550

Asn Ser

Glu Pro Gly
565

Val Tyr
580

Val

Arg Gly Ala

Pro Ser Ile

Leu Ile Val
630

Tyr Tyr lle

645

Arg His Asn

Arg

Asn

535

Asn

Ile

Lys

Lys

Pro

615

Lys

Val

Tyr

505

Asp Leu

520

Val Thr

Met Val

Leu Leu

Ala Val

585

Ser Glu

600

Leu Asp

Trp Asn

Arg Trp

Cys Ser

[le Ser Phe

Glu Asp

940

Tyr

Val
555

Asp Asp

His
570

Gly Leu

Thr Leu Thr

[le Leu Tyr

Val Ser

620

Leu

Pro Thr
635

Pro

Gln Arg GIn
650

Lys Asp Lys

Thr

925

Gly

Leu

Lys

Met

[le

605

Ala

Leu

Pro

[le

510

Val Tyr Tyr

Gln Asp Ala

Pro Pro Asn
560

Pro Trp Thr

575

Val Glu
590

Asn

Arg Thr Asn

Ser

Ser Asn

Gly
640

Pro Asn

GIn Asp
655

Gly

Pro Ile Arg



Lys

Lys

Lys

105

Lys

Glu

Ser

Pro

Asn

185

Arg

Ser

Tyr

Thr

690

Thr

Val

Arg

Arg

Glu

170

Lys

[le

Ala

660

Ala Asp Gly
675

Glu Val Cys

Glu Ala Glu

Phe Glu Asn
725

Arg Arg Arg
740

Ser Arg Asn
755

Glu Phe Glu

Glu Arg Thr

Asp Ile His

805

Ser Asn Phe

Thr

Gly

Lys

10

Phe

Asp

Thr

Thr

Val

190

Ser

Val

665

[le Asp Val
680

Gly Asp Lys
695

Gln Ala Glu

Leu His Asn

Val Met GIn
745

Thr Val Ala
760

Glu Tyr Pro
715

[le Ser Asn

Cys Asn His

Phe Ala Arg

Glu

Gly

Lys

Ser

730

Val

Asp

Phe

Leu

Glu

810

Thr

Glu Val

Pro Cys
700

Glu Glu
715

[le Phe

Ala Asn

Thr Tyr

Phe Glu

180

Arg Pro
795

Ala Glu

Met Pro

Thr

685

Cys

Ala

Val

Thr

Asn

165

Ser

Phe

Lys

Ala

670

Glu Asn

Ala Cys

Glu Tyr

Pro Arg

135

Thr Met
750

[le Thr

Arg Val

Thr Leu

Leu Gly

815

Glu Gly

Pro

Pro

Arg

120

Pro

Ser

Asp

Asp

Tyr

800

Cys

Ala



Asp

[le

Met

865

Val

Leu

Gly

Thr

[le

945

Arg

Val

Asp

Phe

850

Tyr

Ser

Asn

Asn

Thr

930

Leu

Lys

Asn

820

[le Pro Gly
835

Leu Lys Trp

Glu Ile Lys

Arg GIn Glu
885

Pro Gly Asn
900

Gly Ser Trp
915

Tyr Glu Asn

Leu Ile Val

Arg Asn Asn
965

Pro Glu Tyr

Pro Val

Pro Glu
855

Tyr Gly
870

Tyr Arg

Tyr Thr

Thr Asp

Phe Met
935

Gly Gly
950

Ser Arg

Phe Ser

825

Thr Trp
840

Pro Glu

Ser Gln

Lys Tyr

Ala Arg

905

Pro Val

920

His Leu

Leu Val

Leu Gly

Ala Ala

Glu Pro Arg

Asn Pro Asn
860

Val Glu Asp
875

Gly Gly Ala
890

[le GIn Ala

Phe Phe Tyr

[le Tle Ala
940

[le Met Leu
955

Asn Gly Val
970

Asp Val Tyr

Pro

845

Gly

Gln

Lys

Thr

Val

925

Leu

Tyr

Leu

Val

830

Glu Asn

Leu Ile

Arg Glu

Leu Asn

895

Ser Leu
910

Pro Ala

Pro Val

Val Phe

Tyr Ala

975

Pro Asp

Ser

Leu

Cys

880

Arg

Ser

Lys

Ala

His

960

Ser

Glu



980 985 990

Trp Glu Val Ala Arg Glu Lys Ile Thr Met Asn Arg Glu Leu Gly GIn
995 1000 1005

Gly Ser Phe Gly Met Val Tyr Glu Gly Val Ala Lys Gly Val Val
1010 1015 1020

Lys Asp Glu Pro Glu Thr Arg Val Ala Ile Lys Thr Val Asn Glu
1025 1030 1035

Ala Ala Ser Met Arg Glu Arg Ile Glu Phe Leu Asn Glu Ala Ser
1040 1045 1050

Val Met Lys Glu Phe Asn Cys His His Val Val Arg Leu Leu Gly
1055 1060 1065

Val Val Ser Gln Gly GIn Pro Thr Leu Val Ile Met Glu Leu Met
1070 1075 1080

Thr Arg Gly Asp Leu Lys Ser Tyr Leu Arg Ser Leu Arg Pro Glu
1085 1090 1095

Val Glu GIn Asn Asn Leu Val Leu Ile Pro Pro Ser Leu Ser Lys
1100 1105 1110

Met [le GIn Met Ala Gly Glu Ile Ala Asp Gly Met Ala Tyr Leu
1115 1120 1125

Asn Ala Asn Lys Phe Val His Arg Asp Leu Ala Ala Arg Asn Cys



Met

Thr

Gly

Gly

Leu

Ser

Asp

Met

[le

Val

1130

Val Ala
1145

Arg Asp
1160

Leu Leu
1175

Val Phe
1190

Trp Glu
1205

Asn Glu
1220

Lys Pro
1235

Cys Trp
1250

Ile Gly
1265

Ser Phe

Glu

Ile

Asp

Tyr

Pro Val

Thr

Thr

Ile Ala

Gln

Val

Asp Asn

Gln Tyr

Ser

Tyr

[le

Tyr

Phe

Glu

Arg

His

Thr

Leu

Cys

Asn

Lys

Ser

1135

Thr Val
1150

Thr Asp
1165

Trp Met
1180

Ser Asp
1195

Leu Ala
1210

Arg Phe
1225

Pro Asp
1240

Pro Lys
1255

Asp Glu
1270

Glu Glu

Lys

Tyr

Ser

Val

Glu

Val

Met

Met

Met

Asn

Ile

Tyr

Pro

Trp

Gln

Met

Leu

Arg

Glu

Lys

Gly

Arg

Glu

Ser

Pro

Glu

Phe

Pro

Pro

Pro

1140

Asp
1155

Lys
1170

Ser
1185

Phe
1200

Tyr
1215

Gly
1230

Glu
1245

Ser
1260

Ser
1275

Pro

Phe

Gly

Leu

Gly

Gln

Gly

Leu

Phe

Phe

Glu

Gly Met

Gly Lys

Lys Asp

Val Val

Gly Leu

Leu Leu

Met Arg

Leu Glu

Gln Glu

Pro Glu



1280 1285 1290

Glu Leu Glu Met Glu Leu Glu Met Glu Pro Glu Asn Met Glu Ser
1295 1300 1305

Val Pro Leu Asp Pro Ser Ala Ser Ser Ala Ser Leu Pro Leu Pro
1310 1315 1320

Glu Arg His Ser Gly His Lys Ala Glu Asn Gly Pro Gly Pro Gly
1325 1330 1335

Val Leu Val Leu Arg Ala Ser Phe Asp Glu Arg GIn Pro Tyr Ala
1340 1345 1350

His Met Asn Gly Gly Arg Ala Asn Glu Arg Ala Leu Pro Leu Pro
1355 1360 1365

Gln Ser Ser Thr Cys
1370

<210> 82

211> 4119

<212> DNA

<213> Mus musculus

<220>
<223> Mus musculus IGF-I receptor

<400> 82
atgaagtctg gotccggagg agggtccccg acctegetgt gggggctegt gtttetetee 60

gececgegetet ctectetggee gacgagtgga gaaatctgtg ggeccggeat tgacatcege 120



aacgactatc

atcctgetca

atcactgagt

cccaacctca

gagatgacca

atcaggattg

ttggatgegg

ctgtgteccag

tacaactacc

aagcgagect

acaccggacg

gtgecotgect

ttctgegeca

gatgagtgca

tgtatcccct

accatcgatt

ctgettatta

ctcatcgagg

tccttoctga

ttctatgtcce

agcagctgaa

tctccaagge

acttgetgcet

cagtcatccg

atctcaagga

agaagaacgc

tgtccaataa

ggacattgga

gctgotggac

gcaccgagaa

acaacacaac

geccecgoctgg

acatccccaa

tgcaggagtg

gcgaaggece

cggtgactte

acatccggag

tggtgaccgg

agaaccttcg

tagacaacca

gecgectggaa

cgaggactac

cttccgagtc

tggectggaaa

tattgggett

cgacctetgt

ctacattgtg

ggagaagcce

cacaaatcgc

caacgagtgc

ctgegtggee

cacctacagg

cgectgagage

tccctcagge

ctgccccaaa

tgctcaaatg

aggcaataac

ctacgtgaag

tctcatctta

gaacttgcag

aactgcacgg

cgaagctacc

getggecteg

ctcttctaca

tataatctga

tacctctcca

gggaacaagc

atgtgtgaga

tgccagaaaa

tgccaccegg

tgcagacact

ttcgagggct

agtgactcgg

ttcatccgcea

gtctgeggeg

ctccaaggat

attgectegg

atccgccatt

ggagaggage

cagctgtggg

tgatcgaggg

gcttecccaa

agagcoctggg

actacgcact

ggaacattac

ccatagactg

ccccgaagga

agaccaccat

tgtgecccaag

agtgectggg

actactacaa

ggcgetgtet

atggcttegt

acagcacccea

atgaagagaa

gcaccatcct

agttggagaa

ctcatgectt

agctggaagg

actggaacca

cttcctecac

getcaccgte

agacctcttc

ggtcatcttc

tcgggggece

gtctctcate

atgtggggac

caacaatgag

tgtgtgegeg

cagctgccac

aggcgtgtgt

ggatcgegat

tatccacgac

gagcatgtac

gaaaacgaaa

gaagggcaat

cttcatgggg

ggtectecottg

gaactactcc

ccggaacctg

180

240

300

360

420

480

940

600

660

120

180

840

900

960

1020

1080

1140

1200

1260

1320



accgtcaggt

taccgcatgg

aggaacaacg

acctggaaga

ctcatcagct

gggcaggatg

aageagegecs

tatgtcaagg

gaaatcttgt

gcatcaaact

aacttgagtt

cacaactact

gtggaggagg

tgcgettgee

aaagtotttg

agagacgtca

gctgacacct

agcagagtgg

cgcatcgata

ttecgtetttg

ccggaaagat

aggaagtgac

gagagcgage

accgaatcat

tcacagttta

cctgtggcte

agcctggeat

ctgtgaccct

acattcgcac

cttcctectca

actacattgt

gctccaaaga

tgacggaaaa

ctaaaactga

agaatttcct

tgcaagtgge

acaatatcac

ataacaagga

tccacagctg

cgagaaccat

gtactttget

cggaaccaag

ttcctgtgaa

cataacgtgg

ctacaaggag

caacagetgg

tttactgcat

caccatggtg

caatgcttca

getgattgtg

gaggtggcag

caaaataccc

tcccaagaca

agctgagaag

tcacaattcc

caacacgacc

agacccggag

gaggactgtec

caaccacgag

gccagcagaa

ttcaatccca

ggacgccaga

agtgatgttc

caccggtacc

gcaccattta

aacatggtgg

gggctgaage

gaaaacgacc

gtceccttcca

aagtggaatc

CcgEgcagecce

atcagaaagt

gaagtgtgtg

caggctgaga

atctttgtgc

atgtccagcee

gagttcgaga

atctccaacc

gctgagaage

ggagcagatg

agetgtgtet

gcaaaggegga

tccgtttcac

ggecgecgga

aaaacgttac

atgtagacct

cctggaccca

atatccgtgg

ttcccctaga

ctccaactct

aggatggtta

acgccgatgg

gtggtgataa

aggaggagge

ccaggeccga

gaagcaggaa

cagagtaccc

tccggecttt

tgggctgcag

atatccctgg

ctccgaaatt

cataaacacc

ctccaccacg

ctaccgggat

ggaatatgac

gcctccgaac

gtatgctgte

ggccaaaagt

tgtcctetca

gcccaatggt

cctgtaccgg

taccatcgac

agggccatgce

tgagtaccgt

aaggagegeogg

caccacggta

tttctttgag

cactctgtac

cgcctccaac

tccggtgace

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520



tgggagccaa

ggattgatce

gtgtccagac

aactatacag

gtgttottet

ctgceggttg

agaaagagaa

tatttcageg

accatgaacc

ggtgtggtca

agtatgcgtg

caccatgtgg

gaactaatga

cagaataatc

attgcagatg

aggaactgca

gacatctacg

atgtctccceg

ggggtegtee

gagcaagttc

gacccgaaaa

taatgtatga

aggagtacag

cceggattca

atgtccccge

ccatcctget

ataacagcag

cagctgatgt

gggageteogg

aggatgaacc

aaagaatcga

tccggttgct

cacgcggtga

tagtcctcat

gcatggecta

tggtagccga

agacggacta

agtccctcaa

tctgggagat

ttegtttegt

ctccatettt

aattaaatac

gaagtacgga

ggctacctce

caaaacgacg

gatcgttggg

gttgggcaat

gtacgtgect

acaagggtcc

cgaaaccaga

gtttctcaac

gggtgtggta

tctcaaaagt

tccteccgage

cctcaatgcc

agatttcaca

ctaccggaaa

ggatggtgtc

cgccacgetg

catggagggt

ttaaagtggce

gggtcgeaag

ggggccaaac

ctctctggga

tatgagaact

gggctggtta

ggagtgetgt

gatgaatggg

tttgggateg

gtggecatca

gaggectegg

tcccaaggee

tatctccggt

ttaagcaaga

aacaagttcg

gtcaaaattg

ggcgggaagg

ttcactactc

gctgagcage

ggccttetgg

cagaacccga

tcgaggatca

tcaaccgtct

atgggtcatg

tcatgecatct

tcatgctgta

atgettetgt

aggtagetceg

tctatgaagg

agacggtaaa

tgatgaagga

agcccaccct

ctectgaggcc

tgatccagat

tccacagaga

gagatttcgg

ggttgetgee

attctgatgt

cctaccaggg

acaagccgga

gaaccccaac

gegggaatgt

aaacccaggg

gacagatcct

gatcattgct

tgtectteccat

gaaccccgag

agagaagatc

agtggccaag

cgaggetgca

gttcaattgt

ggtcatcatg

agaagtggag

ggctggagag

ccttgetget

tatgacacga

tgtgcgotgg

ctggtecttce

cttgtccaac

caactgccct

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540

3600

3660

3720



gatatgetgt

ttcctggaga

ttctactaca

atggagcctg

cctetgectg

gttcteecgeg

aacgagageg

<210> 83

<211> 70

<212> PRT

<213>

<220>
<223>

<400> 83

1GF-

ttgaacttat

tcatcggcag

gcgaggagaa

agaacatgga

aaagacactc

ccagttttga

ccttgectet

Homo sapiens

I

gecgeatgtge

catcaaggat

caagccteccc

gagcgtcccea

aggacacaag

tgagagacag

gccccagtce

tggcagtata

gagatggage

gagccagagg

ctggaccctt

gctgagaatg

ccttacgectc

tcgacctge

accccaagat gcggecctcce

ccagcttcca ggaggtctece

agctggagat ggagctggag

cggectecte agectcecectg

geccecgggece tggegtgete

acatgaacgg gggacgcgco

Gly Pro Glu Thr Leu Cys Gly Ala Glu Leu Val Asp Ala Leu GIn Phe
1 5 10 15

Val Cys Gly Asp Arg Gly Phe Tyr Phe Asn Lys Pro Thr Gly Tyr Gly
20 25 30

Ser Ser Ser Arg Arg Ala Pro GIn Thr Gly Ile Val Asp Glu Cys Cys
35 40 45

Phe Arg Ser Cys Asp Leu Arg Arg Leu Glu Met Tyr Cys Ala Pro Leu
50 55 60

3780

3840

3900

3960

4020

4080

4119



Lys Pro Ala Lys Ser Ala
65 70

<210> 84
211> 210
<212> DNA
<213> Homo sapiens

<220>
<223> 1GF-1

<400> 84
ggaccggaga cgetetgegg ggotgagetg gtggatgete ttcagttegt gtgtggagac 60

aggggotttt atttcaacaa gcccacaggg tatggctcca gcagteggag ggegectcag 120

acaggcatcg tggatgagtg ctgettccgg agetgtgatc taaggagget ggagatgtat 180

tgcgcaccce tcaagectge caagtcaget 210

<210> 85

211> 5

<212> PRT

<213> Mus musculus

<220>
<223> 1GF11-16 CDR-H1

<400> 85

Ser Tyr Trp Met His
1 5

<210> 86
211> 11
<212> PRT
<213> Mus musculus



<220>
<223> 1GF11-16 CDR-H2

<400> 86

Glu Thr Asn Pro Ser Asn Ser Val Thr Asn Tyr Asn Glu Lys Phe Lys
1 5 10 15

Ser

<210> 87

211> 8

<212> PRT

<213> Mus musculus

<220>
<223> 1GF11-16 CDR-H3

<400> 87

Gly Arg Gly Arg Gly Phe Ala Tyr
1 5

<210> 88

Q211> 1

<212> PRT

<213> Mus musculus

<220>
<223> 1GF11-16 CDR-L1

<400> 88

Arg Ala Ser Gln Asn Ile Asn Phe Trp Leu Ser
1 5 10



<210> 89

AR

<212> PRT

<213> Mus musculus

<220>
<223> 1GF11-16 CDR-L2

<400> 89

Lys Ala Ser Asn Leu His Thr
1 5

<210> 90

Q211> 9

<212> PRT

<213> Mus musculus

<220>
<223> 1GF11-16 CDR-L3

<400> 90

Leu GIn Gly GIn Ser Tyr Pro Tyr Thr
1 5

<210> 91

Q211> 234

<212> PRT

<213> Mus musculus

<220>
<223> 1GF11-16 Light chain

<400> 91



Met

Gly

Ala

[le

Lys

65

Arg

Ser

Ser

Ala

Leu
145

Lys

Val

Ser

Asn

50

Leu

Phe

Leu

Tyr

Asp

130

Thr

Leu Leu Ala
5

Arg Cys Asp
20

Leu Gly Asp
35

Phe Trp Leu

Leu Ile Tyr

Ser Gly Ser
85

GIn Pro Glu
100

Pro Tyr Thr
115

Ala Ala Pro

Glu

Ile

Thr

Ser

Lys

10

Gly

Asp

Phe

Thr

Leu

Gln

[le

Trp

95

Ala

Ser

[le

Gly

Val
135

Ser Gly Gly Ala Ser

150

Leu

Met

Thr

40

Cys

Ser

Gly

Ala

Gly

120

Ser

Val

Gly

Asn

25

[le

Gln

Asn

Thr

Thr

105

Gly

[le

Val

Leu

10

Gln

Thr

Gln

Leu

Asp

90

Tyr

Thr

Phe

Cys

Leu

Ser

Cys

Lys

His

15

Phe

Tyr

Lys

Pro

Phe
155

Leu

Pro

Arg

Pro

60

Thr

Thr

Cys

Leu

Pro

140

Leu

Phe

Ser

Ala

45

Gly

Gly

Leu

Leu

Glu

125

Ser

Asn

Cys

Ser

30

Ser

Asn

Val

Thr

Gln

110

[le

Ser

Asn

Phe Leu
15

Leu Ser

Gln Asn

[le Pro

Pro Ser

80

[le Ser
95

Gly GIn

Lys Arg

Glu GIn

Phe Tyr
160



Pro Lys Asp Ile Asn Val Lys Trp Lys Ile Asp Gly Ser Glu Arg Gln

165

170

175

Asn Gly Val Leu Asn Ser Trp Thr Asp Gln Asp Ser Lys Asp Ser Thr

Tyr Ser Met Ser Ser

His Asn Ser Tyr Thr
210

180

195

185

200

215

[le Val Lys Ser Phe Asn Arg Asn Glu Cys
230

225

<210>
211>
212>
<213>

<220>
<223>

<400>

92
705
DNA
Mus musculus

IGF11-16 Light

92

atgaaactcc ttgctgaget

gacatccaga tgaaccagtc

atcacttgcc gtgccagtca

ggaaatattc ctaaactatt

aggtttagtg gcagtggatc

gaagacattg ccacttacta

chain

cctggggetg ctgetgtteot

tccatccagt ctgtectgeat

gaacattaat ttttggttaa

gatctataag gcttccaact

tggaacagat ttcacattaa

ctgtctacag ggtcaaagtt

190

Thr Leu Thr Leu Thr Lys Asp Glu Tyr Glu Arg

205

Cys Glu Ala Thr His Lys Thr Ser Thr Ser Pro

220

getttttagg tgtgagatgt

cccteggaga cacaattacce

gectggtgeca gocagaaacca

tgcacacagg cgtcccatca

ccatcagcag tcoctgcagect

atccgtacac gttcggaggg

60

120

180

240

300

360



gggaccaage

tccagtgage

CCCaaagaca

aacagttgga

ttgaccaagg

tcaacttcac

<210> 93

<211> 460

<212> PRT

<213> Mus

<220>
<223>

<400> 93

tggaaataaa

agttaacatc

tcaatgtcaa

ctgatcagga

acgagtatga

ccattgtcaa

musculus

acgggeotgat

tggaggtgcce

gtggaagatt

cagcaaagac

acgacataac

gagcttcaac

[IGF11-16 Heavy chain

gctgecaccaa ctgtatccat ctteccacca

tcagtcgtgt gettcttgaa caacttctac

gatggcagtg aacgacaaaa tggegtecetg

agcacctaca gcatgagcag caccctcacg

agctatacct gtgaggeccac tcacaagaca

aggaatgagt gttag

Met Gly Trp Ser Tyr Ile Ile Leu Phe Leu Val Ala Thr Val Thr Asp
1 5 10 15

Val His Ser GIn Ile GIn Leu GIn GIn Pro Gly Ala Glu Leu Val Lys
20 25 30

Pro Gly Ala Ser Val Lys Leu Ser Cys Lys Ala Pro Gly Tyr Thr Phe
35 40 45

Thr Ser Tyr Trp Met His Trp Val Lys GIn Arg Pro Gly GIn Gly Leu
50 55 60

420

480

940

600

660

105



Glu

65

Glu

Thr

Tyr

Gly

Tyr

145

Leu

Trp

Leu

Ser

Trp

Lys

Ala

Tyr

Thr

130

Pro

Gly

Asn

Gln

Thr
210

Ile

Phe

Tyr

Cys

115

Leu

Leu

Cys

Ser

Ser

195

Trp

Gly Glu

Lys Ser
85

Met Gln
100

Thr Tle

Val Thr

Ala Pro

Leu Val

165

Gly Ser
180

Asp Leu

Pro Ser

Thr Asn Pro Ser
70

Lys Ala Thr Leu

Leu Ser Ser Leu
105

Gly Arg Gly Arg
120

Val Ser Ala Ala
135

Gly Ser Ala Ala
150

Lys Gly Tyr Phe

Leu Ser Ser Gly
185

Tyr Thr Leu Ser
200

Glu Thr Val Thr
215

Asn

Thr

90

Thr

Gly

Lys

GIn

Pro

170

Val

Ser

Cys

Ser Val
75

Val Asp

Ser Glu

Phe Ala

Thr Thr

140

Thr Asn

155

Glu Pro

His Thr

Ser Val

Asn Val
220

Thr

Lys

Asp

Tyr

125

Pro

Ser

Val

Phe

Thr

205

Ala

Asn Tyr Asn
80

Ser Ser Ser
95

Ser Ala Val
110

Trp Gly GIn

Pro Ser Val

Met Val Thr
160

Thr Val Thr
175

Pro Ala Val
190

Val Pro Ser

His Pro Ala



Ser

225

Lys

Pro

Thr

Ser

Arg

305

[le

Asn

Lys

Glu

Ser

Pro

Pro

Cys

Trp

290

Glu

Met

Ser

Gly

Gln
370

Thr Lys

Cys Ile

Lys Pro
260

Val Val
275

Phe Val

Glu Gln

His Gln

Ala Ala
340

Arg Pro
355

Met Ala

Val

Cys

245

Lys

Val

Asp

Phe

Asp

325

Phe

Lys

Lys

Asp

230

Thr

Asp

Asp

Asp

Asn

310

Trp

Pro

Ala

Asp

Lys Lys Ile

Val Pro Glu

Val Leu Thr
265

[le Ser Lys
280

Val Glu Val
295

Ser Thr Phe

Leu Asn Gly

Ala Pro Ile
345

Pro GIn Val
360

Lys Val Ser
375

Val Pro
235

Val Ser
250

[le Thr

Asp Asp

His Thr

Arg Ser
315

Lys Glu

330

Glu Lys

Tyr Thr

Leu Thr

Arg Asp

Ser Val

Leu Thr

Pro Glu
285

Ala Gln
300

Val Ser

Phe Lys

Thr Tle

Ile Pro

365

Cys Met
380

Cys

Phe

Pro

2170

Val

Thr

Glu

Cys

Ser

350

Pro

[le

Gly Cys
240

[le Phe
255

Lys Val

Gln Phe

Gln Pro

Leu Pro

320

Arg Val

335

Lys Thr

Pro Lys

Thr Asp



Phe Phe
385

Ala Glu

Tyr Phe

Gly Asn
435

His Thr
450

94
1383
DNA
Mus

<210>
211>
212>
<213>

<220>

<223> 1GF1

<400> 94
atgggatgga

atccaactge

tgcaaggcte

ggacaaggce

gagaagttca

caactcagca

Pro Glu Asp Ile Thr

390

405

420

musculus

1-16 Heavy

gctatatcat

agcagectgg

ccggetacac

ttgagtggat

agagcaaggc

gecctgacatce

Asn Tyr Lys Asn Thr

Val Tyr Ser Lys Leu

Thr Phe Thr Cys Ser

Glu Lys Ser Leu Ser

455

chain

Val Glu

Trp GIn Trp Asn Ala GIn Pro

395

400

Gln Pro Ile Met Asp Thr Asp Gly Ser

Asn Val
425

Val Leu
440

His Ser

410

415

GIn Lys Ser Asn Trp Glu Ala

430

His Glu Gly Leu His Asn His

Pro Gly Lys
460

445

cctetttttg gtagcaacag ttacagatgt

ggctgagett gtgaagectg gggettcagt

cttcaccagc tattggatge actgggtgaa

tggagagact aatcctagca atagtgttac

cacactgact gtagacaaat cctccagcac

tgaggactct gcggtctatt actgtacaat

ccactcccag

gaagttgtce

gcagaggect

taactacaat

agcctacatg

agggaggeea

60

120

180

240

300

360



cggggatttg

cccccatetg

ctgggatgce

tccctgteca

agcagctcag

gecccacccgg

aagccttgca

aaggatgtgc

aaggatgatc

cagacgcaac

atcatgcacc

ttccectgece

gtgtacacca

atgataacag

gecggagaact

agcaagctca

ttacatgagg

tga

<210> 95
<211> 98

cttactgggg

tctatccact

tggtcaaggg

geggtgtgca

tgactgtcce

ccagcagecac

tatgtacagt

tcaccattac

ccgaggtcca

cccgggagega

aggactggct

ccatcgagaa

ttccacctcce

acttcttcce

acaagaacac

atgtgcagaa

gecctgecacaa

ccaagggact

ggccecctgga

ctattteccct

caccttecccea

ctccagecacc

caaggtggac

cccagaagta

tctgactect

gttcagctgg

gcagttcaac

caatggcaag

aaccatctce

caaggagcag

tgaagacatt

tcagcccatce

gagcaactgg

ccaccatact

ctggtcactg

tctgetgece

gagccagtga

gectgtectge

tggcccageg

aagaaaattg

tcatctgtcet

aaggtcacgt

tttgtagatg

agcactttcc

gagttcaaat

aaaaccaaag

atggccaagg

actgtggagt

atggacacag

gaggcaggaa

gagaagagcce

tctectgecage

aaactaactc

cagtgacctg

agtctgacct

agaccgtcac

tgcccaggga

tcatcttcce

gtgttgtggt

atgtggaggt

gctcagtcag

gcagggtcaa

gcagaccgaa

ataaagtcag

ggcagtggaa

atggectctta

atactttcac

tctcccacte

caaaacgaca

catggtgacc

gaactctgga

ctacactctg

ctgcaacgtt

ttgtggttgt

CCCaaagccce

agacatcagc

gcacacagct

tgaacttccce

cagtgcagct

ggctccacag

tctgacctge

tgcgecageca

cttegtctac

ctgetetgtg

tcctggtaaa

420

480

940

600

660

120

180

840

900

960

1020

1080

1140

1200

1260

1320

1380

1383



<212> PRT
<213> Homo sapiens

<220>
<223> VH-1-46

<400> 95
Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr
20 25 30

Tyr Met His Trp Val Arg GIn Ala Pro Gly GIn Gly Leu Glu Trp Met
35 40 45

Gly Ile Ile Asn Pro Ser Gly Gly Ser Thr Ser Tyr Ala GIn Lys Phe
50 55 60

Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser Thr Ser Thr Val Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Arg

<210> 96
<211> 98
<212> PRT
<213> Homo sapiens



<220>
<223> VH-1-e

<400> 96
Gln Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys

1 5 10

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe
20 25

Ala Ile Ser Trp Val Arg GIn Ala Pro Gly GIn Gly Leu
35 40 45

Gly Gly Ile Ile Pro Ile Phe Gly Thr Ala Asn Tyr Ala
50 55 60

Gln Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser
65 70 75

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val
85 90

Ala Arg

<210> 97
211> 15
<212> PRT
<213> Homo sapiens

<220>

Pro Gly
15

Ser Ser

30

Glu Trp

Gln Lys

Thr Ala

Tyr Tyr
95

Ser

Tyr

Met

Phe

Tyr

80

Cys



<223> JH4

<400> 97

Tyr Phe Asp Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser

1

<210> 98
<211> 95
<212> PRT

5

<213> Homo sapiens

<220>
<223> VK1-L5

<400> 98
Asp Ile GIn Met

1

Asp Arg Val Thr
20

Leu Ala Trp Tyr
35

Tyr Ala Ala Ser
50

Ser Gly Ser Gly
65

Glu Asp Phe Ala

Gln

Ser

Thr

Thr
85

10

GIn Ser Pro Ser Ser Val Ser Ala Ser
10

Thr Cys Arg Ala Ser GIn Gly Ile Ser
25 30

GIn Lys Pro Gly Lys Ala Pro Lys Leu
40 45

Leu GIn Ser Gly Val Pro Ser Arg Phe
55 60

Asp Phe Thr Leu Thr Ile Ser Ser Leu
70 75

Tyr Tyr Cys GIn GIn Ala Asn Ser Phe
90

15

Val

15

Ser

Leu

Ser

Gln

Pro
95

Gly

Trp

[le

Gly

Pro
80



<210> 99
211> 95
<212> PRT
<213> Homo sapiens

<220>
<223> VK1-A20

<400> 99

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser GIn Gly Ile Ser Asn Tyr
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Val Pro Lys Leu Leu Ile
35 40 45

Tyr Ala Ala Ser Thr Leu GIn Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Val Ala Thr Tyr Tyr Cys GIn Lys Tyr Asn Ser Ala Pro
85 90 95

<210> 100
211> 12
<212> PRT
<213> Homo sapiens



<220>
<223> JK2

<400> 100

Tyr Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
1 5 10



