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1

9

PRT

Artificial Sequence

a peptide derived from DEPDCT

Met Ser GIn Asn Val Asp Met Pro Lys

1

<210>
211>
212>
Q213

5

2
9
PRT

Artificial Sequence



<220>
<223> a peptide derived from DEPDC1

<400> 2

Ala Thr Ile Asn Lys Arg Leu Cys Lys
1 5

<210> 3

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 3

Ser Leu Met Ile His Thr Phe Ser Arg

1 5

<210> 4

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 4

Ile GIn Leu Leu Arg Lys Phe Leu Lys
1 5

2/70
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210> 5

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 5

His Leu Asn Asn Leu Asn Ser Phe Lys
1 5

<210> 6

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 6

Ser Leu Glu Glu Val Ile Asn Pro Lys

1 5

210> 7

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>



<223> a peptide derived from DEPDC1

<400> 7

Lys Leu Phe Leu Glu Ser Lys Pro Lys
1 5

<210> 8

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 8

Ser Ala GIn Glu Phe Asp Glu Gln Lys

1 5

210> 9

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 9

Lys GIn Pro Met Leu Ile Leu Arg Lys
1 5

4170
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<210> 10

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 10

Arg GIn GIn Thr Ile GIn Leu Leu Arg
1 5

210> 1

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 11

Gln Val Tle Pro GIn Tyr Ile Met Tyr
1 5

<210> 12

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1
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<400> 12

Lys Glu Tyr Pro Leu Ile Tyr GIn Lys
1 5

<210> 13

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 13

Ser Leu Leu GIn Pro His Leu Glu Arg

1 5

<210> 14

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 14

Gln GIn Thr Ile GIn Leu Leu Arg Lys

1 5

<210> 15
211> 9
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<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 15

Met Tyr Asn Met Ala Asn Thr Ser Lys
1 5

<210> 16

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 16

Ile GIn Asp Asp Pro GIn Ser Ser Lys

1 5

210> 17

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 17
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Ser Tyr Leu GIn Thr Ala Val Glu Lys
1 5

<210> 18

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 18

Ser Leu Leu His Arg Glu Lys Asn Lys
1 5

<210> 19

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDGC1

<400> 19

Thr Ser Pro Leu Lys Thr Leu Pro Arg
1 5

<210> 20

Q211> 9

<212> PRT

<213> Artificial Sequence



<220>
<223> a peptide derived from DEPDC1

<400> 20

Ser Val Phe His GIn Ser Phe Pro Asn
1 5

<210> 21

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 21

Arg Ser Ser Thr Arg Arg Asn Ser Tyr

1 5

<210> 22

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 22

Ile Ser Asn Pro Gly Phe GIn Glu Arg
1 5

9/70
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<210> 23

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 23

Lys Asn Asn Ile Glu Asn Phe Ser Lys
1 5

<210> 24

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 24

Gly Leu Phe Ala Pro Leu Pro Thr Tyr

1 5

210> 25

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>



<223>

<400>

a peptide derived from DEPDC1

25

Arg Asn Leu Ser Arg Arg Thr Pro Lys

1

<210>
211>
<212>
<213>

<220>
<223>

<400>

5

26
9
PRT

Artificial Sequence

a peptide derived from DEPDC1

26

Arg Phe Pro Ala Thr Ser Pro Leu Lys

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5

21
9
PRT

Artificial Sequence

a peptide derived from DEPDC1

217

Leu Leu Ser Leu Leu His Arg Glu Lys

1

5

11/70
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<210> 28

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 28

GIn Leu Leu Met Arg Met Ile Ser Arg
1 5

210> 29

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDGC1

<400> 29

Ser Leu Leu Leu Arg Ser Ser Thr Arg
1 5

<210> 30

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1



<400> 30

Arg Ser Leu Pro Leu Lys Glu Lys Arg
1 5

<210> 31

211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 31

Arg Met Ser GIn Asn Val Asp Met Pro Lys

1 5 10

<210> 32
<211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 32

Ala Thr Ser Pro Leu Lys Thr Leu Pro Arg

1 5 10

<210> 33
211> 10

13/70



<212>
213

<220>
<223>

<400>

14/70

PRT

Artificial Sequence

a peptide derived from DEPDC1

33

Ile Met Tyr Asn Met Ala Asn Thr Ser Lys

1

<210>
211>
<212>
<213>

<220>
<223>

<400>

5 10

34
10
PRT

Artificial Sequence

a peptide derived from DEPDCT

34

Thr Ile GIn Leu Leu Arg Lys Phe Leu Lys

1

<210>
VAR D2
212>
<213>

<220>
<223>

<400>

5 10

35
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

35



Ala Val Glu Lys His Leu Asp Tyr Leu Lys

1

<210>
Q211>
212>
<213>

<220>
<223>

<400>

5 10

36
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

36

Arg Ser Leu Met Ile His Thr Phe Ser Arg

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

317
10
PRT

Artificial Sequence

a peptide derived from DEPDCT

37

Phe Ser Lys Asp Lys Asp Ser Ile Phe Lys

1

<210>
211>
212>
Q213

5 10

38
10
PRT

Artificial Sequence

15/70



<220>
<223> a peptide derived from DEPDC1

<400> 38

Asn Thr Pro Val Ala Glu Ile Ile Met Lys
1 5 10

<210> 39
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 39

Ala Leu Phe Gly Asp Lys Pro Thr Ile Lys

1 5 10

<210> 40
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDGC1

<400> 40

Ile Ile Lys Asn Arg Ser Leu Pro Leu Lys
1 5 10

16/70
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210> 41

211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 41

Ser Ala Thr Ile Asn Lys Arg Leu Cys Lys
1 5 10

<210> 42

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 42

Val Ser Asp Arg Ser Ser Gly Ile His Lys

1 5 10

<210> 43
211> 10
<212> PRT
<213> Artificial Sequence

<220>



<223> a peptide derived from DEPDC1

<400> 43

Ser Ile Phe Lys Leu Arg Asn Leu Ser Arg
1 5 10

<210> 44
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 44

Arg GIn GIn Thr Ile GIn Leu Leu Arg Lys

1 5 10

<210> 45
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 45

Pro Ser Tyr Leu GIn Thr Ala Val Glu Lys
1 5 10

18/70



<210>
Q211>
212>
<213>

<220>
<223>

<400>

19/70

46
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

46

Thr Ser Phe Arg Ala Gly Met Pro Leu Arg

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

47
10
PRT

Artificial Sequence

a peptide derived from DEPDCT

47

Ala Val Asp Trp Leu Tyr Asp Leu Leu Arg

1

<210>
211>
212>
<213

<220>
<223>

5 10

48
10
PRT

Artificial Sequence

a peptide derived from DEPDC1
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<400> 48

GIn Ser Leu Leu GIn Pro His Leu Glu Arg
1 5 10

<210> 49
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 49

Leu Leu Leu Ser Leu Leu His Arg Glu Lys

1 5 10

<210> 50
<211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 50

Lys Ile GIn Asp Asp Pro Gln Ser Ser Lys

1 5 10

<210> 51
211> 10



<212>
213

<220>
<223>

<400>

21/70

PRT

Artificial Sequence

a peptide derived from DEPDC1

51

Ser Phe Arg Ala Gly Met Pro Leu Arg Lys

1

<210>
211>
<212>
<213>

<220>
<223>

<400>

5 10

52
10
PRT

Artificial Sequence

a peptide derived from DEPDCT

52

Ser Leu Leu Leu Arg Ser Ser Thr Arg Arg

1

<210>
VAR D2
212>
<213>

<220>
<223>

<400>

5 10

53
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

53



[le Ser Ala GIn Glu Phe Asp Glu GIn Lys

1

<210>
Q211>
212>
<213>

<220>
<223>

<400>

5 10

54
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

54

Ile Val Asp Val Pro Gly Asn Ser Ser Lys

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

55
10
PRT

Artificial Sequence

a peptide derived from DEPDCT

95

Leu Ser Leu Leu His Arg Glu Lys Asn Lys

1

<210>
211>
212>
Q213

5 10

56
10
PRT

Artificial Sequence

22/70



<220>
<223> a peptide derived from DEPDC1

<400> 56

Ala Pro Leu Pro Thr Tyr Ser Tyr Cys Lys
1 5 10

<210> 57

211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 57

GIn Ser Leu Leu Leu Arg Ser Ser Thr Arg

1 5 10

<210> 58
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 58

Arg Ser Asn Asp Met Asn Asn Pro Thr Tyr
1 5 10

23/70
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<210> 59
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 59

Asn Met His Asp Leu Ser Ser Asn Ser Lys
1 5 10

<210> 60
<211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 60

Asn Val Asp Asp Asn Asn GIn Leu Phe Arg

1 5 10

<210> 61

211> 10

<212> PRT

<213> Artificial Sequence

<220>



<223> a peptide derived from DEPDC1

<400> 61

Thr Tle Lys GIn Pro Met Leu Ile Leu Arg
1 5 10

<210> 62
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 62

Arg Ser Leu Pro Leu Lys Glu Lys Arg Lys

1 5 10

<210> 63
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 63

Ile GIn Lys Pro Phe Ser Ala Gly Phe Lys
1 5 10

25/70



<210>
Q211>
212>
<213>

<220>
<223>

<400>

26/70

64
10
PRT

Artificial Sequence

a peptide derived from DEPDCI1

64

Ala Met Lys Cys Leu Ala Asn Trp Pro Arg

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

65
10
PRT

Artificial Sequence

a peptide derived from DEPDCT

65

Ile Ala Glu Leu Leu Glu Asn Ile Ile Lys

1

<210>
211>
212>
<213

<220>
<223>

5 10

66
10
PRT

Artificial Sequence

a peptide derived from DEPDC1
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<400> 66

Leu Leu Leu Pro Pro Pro Asn Arg Arg Lys
1 5 10

<210> 67

211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 67

Gln Ile Ser Asn Pro Gly Phe Gln Glu Arg

1 5 10

<210> 68
<211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 68

Thr Ser Pro Leu Lys Thr Leu Pro Arg Arg

1 5 10

<210> 69
211> 10



<212>
213

<220>
<223>

<400>

PRT

Artificial Sequence

a peptide derived from DEPDC1

69

Leu GIn Leu Leu Met Arg Met Ile Ser Arg

1

<210>
211>
<212>
<213>

<220>
<223>

<400>

5 10

10
10
PRT

Artificial Sequence

a peptide derived from DEPDCT

10

Met Leu [le Leu Arg Lys Pro Lys Phe Arg

1

<210>
VAR D2
212>
<213>

<220>
<223>

<400>

5 10

11
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

11

28/70



Ser Leu Pro Leu Lys Glu Lys Arg Lys Lys

1

<210>
Q211>
212>
<213>

<220>
<223>

<400>

5 10

12
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

12

Asn Ser Asn Phe Gly Pro Glu Val Thr Arg

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

13
10
PRT

Artificial Sequence

a peptide derived from DEPDCT

13

Pro Ser Leu Glu Glu Val Ile Asn Pro Lys

1

<210>
211>
212>
Q213

5 10

14
10
PRT

Artificial Sequence

29/70



<220>
<223> a peptide derived from DEPDC1

<400> 74

Asn Leu His Ser Glu Glu Asn Ile GIn Lys
1 5 10

<210> 75

211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 75

Ser GIn Gly Val Pro Pro Gly Pro Tyr Arg

1 5 10

<210> 76
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 76

Phe Arg Phe Pro Ala Thr Ser Pro Leu Lys
1 5 10

30/70
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210> 77

211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 77

Tyr Val Gly Phe Glu Arg Asp Val Phe Arg
1 5 10

<210> 78
<211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 78

Lys GIn Val Ile Pro Gln Tyr Ile Met Tyr

1 5 10

210> 79

211> 10

<212> PRT

<213> Artificial Sequence

<220>



<223>

<400>

a peptide derived from DEPDC1

19

Glu Leu Cys Asn Gly Lys Cys Lys Ser Lys

1

<210>
211>
<212>
<213>

<220>
<223>

<400>

5 10

80
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

80

Glu Ser Glu Ala Ala Leu Phe Gly Asp Lys

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

81
9
PRT

Artificial Sequence

a peptide derived from DEPDC1

81

Lys Ser Asp Asp Leu Pro His Trp Val

1

5

32/70
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<210> 82

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 82

Ala Gly Glu Ala Val Asp Trp Leu Tyr
1 5

<210> 83

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDGC1

<400> 83

Thr Thr Glu Ser Glu Ala Ala Leu Phe
1 5

<210> 84

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1
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<400> 84

Leu Ser Glu Asn Ser Leu Leu Pro Ala
1 5

<210> 85

Q211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 85

Asn Val Asp Asp Asn Asn GIn Leu Phe

1 5

<210> 86

211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 86

Ser Asn Asp Met Asn Asn Pro Thr Tyr

1 5

<210> 87
211> 9



<212>
213

<220>
<223>

<400>

35/70

PRT

Artificial Sequence

a peptide derived from DEPDC1

87

Phe GIn Lys Glu Tyr Pro Leu Ile Tyr

1

<210>
211>
<212>
<213>

<220>
<223>

<400>

5

88
9
PRT

Artificial Sequence

a peptide derived from DEPDCT

88

Leu Thr Phe Glu Tyr Tyr Glu Leu Phe

1

<210>
VAR D2
212>
<213>

<220>
<223>

<400>

5

89
9
PRT

Artificial Sequence

a peptide derived from DEPDC1

89
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Val Ser Asp Arg Ser Ser Gly Ile His

1

<210>
Q211>
212>
<213>

<220>
<223>

<400>

5

90
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

90

Gln Thr Ala Val Glu Lys His Leu Asp Tyr

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

91
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

91

Glu Ser GIn Gly Val Pro Pro Gly Pro Tyr

1

<210>
211>
212>
Q213

5 10

92
10
PRT

Artificial Sequence



<220>
<223> a peptide derived from DEPDC1

<400> 92

Thr Ala Gly Glu Ala Val Asp Trp Leu Tyr
1 5 10

<210> 93

211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 93

GIn Phe GIn Lys Glu Tyr Pro Leu Ile Tyr

1 5 10

<210> 94
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 94

Pro Thr Thr Glu Ser Glu Ala Ala Leu Phe
1 5 10

37/70
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<210> 95
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 95

Phe Thr Ala Gly Glu Ala Val Asp Trp Leu
1 5 10

<210> 96
<211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDGC1

<400> 96

Leu Phe Ala Pro Leu Pro Thr Tyr Ser Tyr

1 5 10

<210> 97

211> 10

<212> PRT

<213> Artificial Sequence

<220>



<223> a peptide derived from DEPDC1

<400> 97

Phe Val Asn Ile Leu Val Val Cys Gly Tyr
1 5 10

<210> 98
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 98

Ser Thr Ser GIn Ala Ala Ile Ala Glu Leu

1 5 10

<210> 99
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 99

Glu Val Trp Arg Tyr Val Ile Leu Ile Tyr
1 5 10

39/70



<210>
Q211>
212>
<213>

<220>
<223>

<400>

40/70

100
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

100

Leu Leu Thr Phe Glu Tyr Tyr Glu Leu Phe

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

101
10
PRT

Artificial Sequence

a peptide derived from DEPDC1

101

His Ser Glu Glu Asn Ile GIn Lys Pro Phe

1

<210>
211>
212>
<213

<220>
<223>

5 10

102
10
PRT

Artificial Sequence

a peptide derived from DEPDC1
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<400> 102

Phe Leu Glu Ser Lys Pro Lys GIn Glu Phe
1 5 10

<210> 103
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 103

His GIn Glu Ile Leu GIn Val Pro Ser Tyr

1 5 10

<210> 104

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 104

Ser Thr Glu Cys Leu Leu Leu Ser Leu Leu

1 5 10

<210> 105
211> 10
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<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 105

Leu Ser Ala Met Lys Cys Leu Ala Asn Trp
1 5 10

<210> 106
211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 106

GIn Glu Asp Val Glu Glu Val Trp Arg Tyr

1 5 10

<210> 107

211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> a peptide derived from DEPDC1

<400> 107
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Leu Pro Glu Pro Leu Leu Thr Phe Glu Tyr

1

<210>
Q211>
212>
<213>

<220>
<223>

<400>

5 10

108
11
PRT

Artificial Sequence

a peptide derived from DEPDC1

108

Phe Thr Ala Gly Glu Ala Val Asp Trp Leu Tyr

1

<210>
211>
212>
<213>

<220>
<223>

<400>

5 10

109
22
DNA

Artificial Sequence

a PCR primer for the TCR analysis

109

gtctaccagg cattcgettc at 22

<210>
VAR D2
212>
<213>

<220>

110
24
DNA

Artificial Sequence



<223>

<400>

a PCR primer for the TCR analysis

110

tcagctggac cacagccgeca gegt

210>
211>
212>
<213>

<220>
<223>

<400>

111
21
DNA

Artificial Sequence

a PCR primer for the TCR analysis

111

tcagaaatcc tttctcttga ¢

<210>
211>
212>
<213>

<220>
<223>

<400>

112
24
DNA

Artificial Sequence

a PCR primer for the TCR analysis

112

ctagcctctg gaatcctttc tett

<210>
VAR D2
212>
<213>

113
9459
DNA

Homo sapiens

44170

24

21

24



<220>
221>
<222>

<400>

agctactgga gccccaggac gcagecgage ggecctegee

CDS

(223) .. (2658)

113

45/70

tgtggegtca cgtgaccecge ggegeggeca atccgegeag

ggcggegggeg ccaacggttg tgecgagact cgecactgee

tcgecttege cgecatggac gecaccggge getgacagac

get
Gly

ace
Thr

ttt
Phe

ctt

Leu

agg
Arg

att

gtg
Val

aca
Thr

aaa

Lys

tat
Tyr

caa
Gln
70

gaa

coct

Pro

tect

Ser

aaa

Lys

gac
Asp
55

cag
GlIn

gat

GGG

Pro

ttt
Phe

tat
Tyr
40

cta

Leu

act
Thr

atc

geg
Gly

cga
Arg
25

ggc
Gly

tta

Leu

atc
Ile

aaa

cct
Pro
10

gca
Ala

aat

Asn

aga

Arg

caa
Gln

ggg

tat
Tyr

gga
Gly

tgt
Cys

aat

Asn

ctg
Leu
75

ageg

cgg gcc
Arg Ala

atg cct
Met Pro

ttc aca
Phe Thr
45

aat agc
Asn Ser
60

ttg agg
Leu Arg

tgg gea

ace
Thr

cta
Leu
30

gca
Ala

aat

Asn

aaa

Lys

tca

aag
Lys
15

aga

Arg

gga
Gly

ttt
Phe

ttt
Phe

gaa

gactccttcc cgagectgge

ccctctatge tattcaaatc

gecggecgetg ggectgagtg

ct atg gag agt cag
Met Glu Ser Gln
1

ctg tgg aat gaa gtt
Leu Trp Asn Glu Val
20

aaa cac aga caa cac
Lys His Arg GIn His
35

gaa gca gtg gat tgg
Glu Ala Val Asp Trp
50

ggt coct gaa gtt aca
Gly Pro Glu Val Thr
65

ctt aag aat cat gta
Leu Lys Asn His Val

80

aat gtt gat gat aac

60

120

180

234

282

330

378

426

474

522



Ile
85

aac

Asn

cga

Arg

gat
Asp

aaa

Lys

cat
His
165

cta

Leu

tac

Tyr

CCa

Pro

agt

Glu

cag
Gln

agg
Arg

aaa

Lys

agg
Arg
150

gaa
Glu

age

Ser

ctg

Leu

aaa

Lys

aaa

Asp

cte

Leu

tat
Tyr

gat
Asp
135

cat

His

ata
Ile

cag
Gln

caa
Gln

caa
GlIn
215

cgt

Ile

ttc
Phe

cca
Pro
120

agc

Ser

gga
Gly

atc

Ile

gaa
Glu

acc
Thr
200

gta
Val

gga

Lys

aga
Arg
105

gaa

Glu

att
Ile

tta

Leu

aat

Asn

gat
Asp
185

att
Ile

att
Ile

gta

Gly
90

ttt

Phe

ttg

Leu

ttt
Phe

cat
His

gaa
Glu
170

gtt
Val

tta

Leu

GGG

Pro

gtt

Arg

cct

Pro

aga

Arg

aaa

Lys

tta
Leu
155

gat
Asp

gaa
Glu

ggt
Gly

caa
Gln

ata

Trp

gca
Ala

aaa

Lys

tta
Leu
140

tct

Ser

caa
Gln

gaa
Glu

gtg
Val

tat
Tyr
220

cta

Gly

act
Thr

aac
Asn
125

cga

Arg

cag
GlIn

gaa
Glu

gtt
Val

cca
Pro
205

ata

Ile

caa

Ser

tcg
Ser
110

aac

Asn

aac

Asn

gaa
Glu

aat

Asn

tgg
Trp
190

tce

Ser

atg
Met

aac

46/70

Glu
95

cca

Pro

ata

Ile

tta

Leu

aat

Asn

gca
Ala
175

aga

Arg

cta

Leu

tac

Tyr

aaa

Asn

ctt

Leu

gag
Glu

tect

Ser

ggc
Gly
160

att

Ile

tat
Tyr

gaa
Glu

aac

Asn

tca

Val

aaa

Lys

aac

Asn

cgt
Arg
145

gag
Glu

gat
Asp

gtt
Val

gaa
Glu

atg
Met
225

gat

Asp

act
Thr

ttt
Phe
130

aga

Arg

aaa

Lys

aat

Asn

att

Ile

gtc
Val
210

gce
Ala

gac

Asp

cta
Leu
115

tce

Ser

act
Thr

ata

Ile

aga

Arg

ctg
Leu
195

ata
Ile

aat

Asn

cte

Asn
100

GCa

Pro

aaa

Lys

cct

Pro

aag

Lys

gaa
Glu
180

atc

Ile

aat

Asn

aca
Thr

cct

570

618

666

114

162

810

858

906

954



Ser

cac
His
245

aat

Asn

aga

Arg

ttt
Phe

atc

Ile

cca
Pro
325

tca

Ser

gaa
Glu

caa

Lys
230

tgg
Trp

gat
Asp

aca
Thr

gaa
Glu

aca
Thr
310

cag
Gln

act
Thr

gaa
Glu

gaa

Arg

gta
Val

atg
Met

atc

Ile

tat
Tyr
295

gtt
Val

tect

Ser

gag
Glu

tca

Ser

aga

Gly

tta

Leu

aat

Asn

geca
Ala
280

tac

Tyr

tca

Ser

tca

Ser

tgc
Cys

gat
Asp
360

tgt

Val

tect

Ser

aat
Asn
265

gat

Asp

gaa
Glu

gat
Asp

aaa

Lys

ctt
Leu
345

tct

Ser

gect

Val

gco
Ala
250

cca

Pro

tat
Tyr

tta

Leu

aga

Arg

ttc
Phe
330

ctt

Leu

act
Thr

aag

[le
235

atg

Met

act
Thr

ttt
Phe

ttt
Phe

tce
Ser
315

ctt

Leu

cte

Leu

gag
Glu

aaa

Leu

aag

Lys

tat
Tyr

cta

Leu

gta
Val
300

agt

Ser

cac
His

agt

Ser

aga

Arg

atg

Gln

tegc
Cys

gtt
Val

gat
Asp
285

aac

Asn

geg
Gly

tta

Leu

ctg

Leu

cta
Leu
365

cag

Asn

cta

Leu

gga
Gly
270

cte

Leu

att

Ile

ata

Ile

aac

Asn

ctt
Leu
350

cag
Gln

cta

47170

Lys

gca
Ala
255

ttt

Phe

cct

Pro

ttg

Leu

cat
His

aat
Asn
335

cat
His

ata
Ile

gtt

Ser
240

aat

Asn

gaa
Glu

gaa
Glu

gtt
Val

aaa
Lys
320

ttg

Leu

aga

Arg

age

Ser

aat

Asp

tegg
Trp

cga

Arg

cct

Pro

gtt
Val
305

att
Ile

aat

Asn

gaa
Glu

aat

Asn

tta

Asp

CGa

Pro

gat
Asp

cta
Leu
290

tgt

Cys

caa
Gln

tce

Ser

aaa

Lys

cca
Pro
370

aga

Leu

aga

Arg

gta
Val
275

ctt

Leu

ggc
Gly

gat
Asp

ttc
Phe

aac
Asn
355

gga
Gly

aac

Pro

age
Ser
260

ttc

Phe

act
Thr

tac

Tyr

gat
Asp

aaa
Lys
340

aaa

Lys

ttt
Phe

aga

1002

1050

1098

1146

1194

1242

1290

1338

1386



Gln

aga

Arg

ggg
Gly
405

tgt

Cys

gca
Ala

aat

Asn

ctt

Leu

aga
Arg
485

aaa

Lys

agt

Glu

gtg
Val
390

tta

Leu

tect

Ser

tce

Ser

aaa

Lys

cat
His
470

acc
Thr

tgc
Cys

agt

Arg
375

agt

Ser

agt

Ser

ttg

Leu

agt

Ser

ctg
Leu
455

tca

Ser

tect

Ser

aag

Lys

aca

Cys

gct
Ala

aat

Asn

gaa
Glu

gtc
Val
440

ttt
Phe

gag
Glu

act
Thr

tca

Ser

aga

Ala

aat

Asn

atg
Met

gga
Gly
425

ttt

Phe

tta

Leu

gaa
Glu

ttg

Leu

aaa
Lys
505

age

Lys Lys

gac ata
Asp Ile
395

cat gat
His Asp
410

att gta
[le Val

cat caa
His GIn

gag tct
Glu Ser

aat att
Asn Ile
475

act gtt
Thr Val
490

cag ctt

GIn Leu

aat agt

Met
380

atg

Met

cta

Leu

gat
Asp

tct

Ser

aag
Lys
460

caa
Gln

caa
Gln

tgt
Cys

tat

Gln

gga
Gly

tce

Ser

gtg
Val

ttt
Phe
445

CCC

Pro

aag

Lys

gac

Asp

agg
Arg

atc

Leu

gga
Gly

tct

Ser

cca
Pro
430

ceg

Pro

aaa

Lys

cca

Pro

caa
Gln

tect
Ser
510

aat

48/70

Val

agt

Ser

aac
Asn
415

ggg
Gly

aac

Asn

cag
Gln

ttc
Phe

gag
Glu
495

cag
GIn

aca

Asn

tgt
Cys
400

agc

Ser

aat

Asn

ata

Ile

gaa
Glu

agt
Ser
480

gag
Glu

agt

Ser

cca

Leu
385

cat

His

aaa

Lys

tca

Ser

gaa
Glu

tte
Phe
465

gect
Ala

ttg

Leu

ttg

Leu

gtg

Arg

aat

Asn

GCCa

Pro

agt

Ser

gga
Gly
450

ctg

Leu

ggt
Gly

tgt
Cys

ctt

Leu

gect

Asn

tta

Leu

agg
Arg

aaa
Lys
435

caa

GIn

ttg

Leu

ttt
Phe

aat

Asn

tta
Leu
515

gaa

Arg

ata

Ile

tgc
Cys
420

gag
Glu

aat

Asn

aat

Asn

aag

Lys

ggg
Gly
500

aga

Arg

att

1434

1482

1530

1578

1626

1674

1722

1710

1818



Ser

atc

Ile

atg
Met

tgc
Cys
565

tct

Ser

gtt
Val

aat

Asn

caa
Gln

ctg
Leu
645

gtg

Ser

atg
Met

gaa
Glu
550

aaa

Lys

atg
Met

gce
Ala

cgt
Arg

aat
Asn
630

atg
Met

gat

Thr

aaa
Lys
535

agt

Ser

agt

Ser

ttg

Leu

atc
Ile

aga
Arg
615

gtt
Val

ata
Ile

ctt

Arg
520

CCa

Pro

gaa
Glu

aca
Thr

act
Thr

gat
Asp
600

aag

Lys

gat
Asp

cat
His

gat

Arg

aat

Asn

cte

Leu

ata

Ile

ggc
Gly
585

get
Ala

ctt

Leu

atg
Met

acc
Thr

gag

Asn

gtt
Val

gga
Gly

gaa
Glu
570

aca

Thr

cta

Leu

caa
Gln

CCC

Pro

ttt
Phe
650

ctt

Ser

gga
Gly

gag
Glu
555

ctt

Leu

caa
Gln

cag
Gln

ctt

Leu

aaa
Lys
635

tect

Ser

ctt

Tyr

caa
Gln
540

tct

Ser

tca

Ser

age

Ser

tta

Leu

tta
Leu
620

ctt

Leu

cga

Arg

got

Ile
525

ggc
Gly

agt

Ser

gaa
Glu

ttg

Leu

tgt
Cys
605

atg
Met

cat
His

tgt
Cys

gga

Asn

age

Ser

gCe
Ala

aat

Asn

ctg
Leu
590

tgt
Cys

cgt
Arg

gat
Asp

gtg
Val

aga

49/70

Thr

aca
Thr

aca
Thr

tct
Ser
575

caa

GlIn

ttg

Leu

atg
Met

gca
Ala

tta
Leu
655

tta

Pro

agt

Ser

atc
Ile
560

tta

Leu

cct

Pro

tta

Leu

att

Ile

atg
Met
640

tge
Cys

gtt

Val

gtg
Val
545

aat

Asn

ctt

Leu

cat
His

ctt

Leu

tce
Ser
625

ggt
Gly

tgt
Cys

tet

Ala
530

caa

Gln

aaa

Lys

CCa

Pro

tta

Leu

cce
Pro
610

cga

Arg

acg
Thr

gect
Ala

ttc

Glu

aca
Thr

aga

Arg

gct
Ala

gag
Glu
595

cca

Pro

atg
Met

agg
Arg

gaa
Glu

tta

Ile

gct
Ala

ctc

Leu

tect
Ser
580

agg
Arg

CCa

Pro

agt

Ser

tca

Ser

gaa
Glu
660

atg

1866

1914

1962

2010

2058

2106

2154

2202

2250



Val

gat
Asp

gtg
Val

gga
Gly

att
Ile
7125

geca
Ala

cta

Leu

ttg

Leu

ttt
Phe

GCGa

Asp

cat
His

gaa
Glu

gat
Asp
710

agt

Ser

att

Ile

aag

Lys

ata

Ile

ggt
Gly
790

aag

Leu

cat
His

aaa
Lys
695

gga
Gly

get
Ala

gca
Ala

gag
Glu

tat
Tyr
775

gac

Asp

ttc

Asp

cag
Gln
680

cat

His

cta

Leu

cag
Gln

gaa
Glu

aaa
Lys
760

cag
Gln

aaa

Lys

cgt

Glu
665

gaa

Glu

ctt

Leu

ttt
Phe

gag
Glu

ctt
Leu
745

aga

Arg

aaa

Lys

cct

Pro

agt

Leu

att

Ile

gac

Asp

gct
Ala

ttt
Phe
730

tta

Leu

aaa

Lys

aga

Arg

aca
Thr

cta

Leu

ctt

Leu

tac

Tyr

cct
Pro
715

gat

Asp

gaa
Glu

aaa

Lys

ttt
Phe

atc
Ile
795

aga

Ala

caa
Gln

tta
Leu
700

ttg

Leu

gag
Glu

aat

Asn

cta

Leu

cca
Pro
780

aag

Lys

taa

Gly

gta
Val
685

aaa

Lys

cca

Pro

caa
GlIn

att

Ile

aaa
Lys
765

acc
Thr

caa
GIn

ctaactgaat taaaaattat gtaatacttg

Arg
670

CGC

Pro

aag

Lys

act
Thr

aaa

Lys

att
Ile
750

cag
Gln

acg
Thr

cca

Pro

50/70

Leu

tect

Ser

gga
Gly

tac

Tyr

gtt
Val
735

aaa

Lys

ttt
Phe

gag
Glu

atg
Met

Val

tac

Tyr

cat
His

tca
Ser
720

tect

Ser

aac

Asn

cag
Gln

agt

Ser

ctg
Leu
800

Ser

tta

Leu

att
Ile
705

tac

Tyr

acc
Thr

agg
Arg

aag

Lys

gaa
Glu
785

att
Ile

Phe

cag
Gln
690

gaa
Glu

tgt
Cys

tct

Ser

agt

Ser

gaa
Glu
770

gca
Ala

tta

Leu

Leu
675

act
Thr

aat

Asn

aag

Lys

caa
Gln

tta
Leu
755

tat

Tyr

gca
Ala

aga

Arg

Met

gca
Ala

cct

Pro

cag
Gln

gect
Ala
740

cct

Pro

cct

Pro

ctt

Leu

aaa

Lys

2298

2346

2394

2442

2490

2538

2586

2634

2688



Pro Lys Phe Arg Ser Leu Arg
810

805

tggaactttg

ttaataaggt

tgagactctt

aatacttttt

tatttacttg

aaagaaaatt

ggggttactt

taattctcag

ttatatatat

aaatattatc

gttttcataa

ttcaaaagat

caatgataaa

tacacctatc

attcagctaa

actggtacac

cttacactaa

ataaatgaag

atttctaaat

aggaaactaa

gtttttaaca

aattttgaaa

tatctgcaaa

ctttgtttet

ctgccaaatg

gtatgtgttt

cccaattget

tctattagaa

atttatttag

taaaacatat

agatgtttaa

agagtgactt

attagactca

ttaaatctga

ccatatctga

aaacacatta

ctagatctca

cagctatcca

actgagctgt

tgtgecaagtt

aagtataaga

ttgcactectt

ttaaaatatg

tcagtcattc

gatggggata

caactgctat

aatctcttce

aataacaaca

ctatgatgat

cccgaggaat

attttgggga

51/70

gaatgtagct

tgtaaggaag

attgagagca

gtaaggctat

gttagggatt

ctgagatatt

atgtgaagaa

ttatatattc

tgtatatttt

atttgttcag

taaaagaagt

gtgeottteg

ataaggtatt

ctacccactg

ggaacaggtc

tttaaaacag

tgttgtatag

actcaaaagg

tgccaaaata

cataacaata

catgatgtgt

aaactataat

agctaatgaa

tatttgaaaa

tttttccact

atcagatttg

tatatatatt

ataaggcaat

ttgttccaga

tattttttaa

aaatcaggge

tctaagctag

cctatatgce

ggattagtat

aagtctgtca

gttatcaatg

gatgatacca

gctaaaattt

tctgttetta

ttagttgttt

ctcaatgaaa

tttgatctat

gttttgectt

ttgaattcta

catatattca

tatgcagaga

tcaagggaga

atatagaatc

tggttttcaa

cagggectaa

tttttttaat

2748

2808

2868

2928

2988

3048

3108

3168

3228

3288

3348

3408

3468

3528

3588

3648

3708



ctaggtgatt

catttttata

cctgecaagt

acttggtaca

tattccttaa

tgactgttct

atttaacatt

ctttatcctg

taaaacgttt

attatttggg

aataaaggca

tggtacaatg

ctagctagta

aaatgaatat

gtaaagtgtt

cacctaggat

ggacagacat

cattatgaga

ccaatattca

agtgtcaaga

ataaatgact

aacttgaagc

gtgtaaagaa

catttctcaa

actgattttt

gctataaaat

attgtttata

gttttgtaac

ggcaactttc

ctttaataac

aactcagaca

tataatagta

agcacagtgt

tatagcacta

gaaccaaaac

caaaggttct

gccaactgtg

taatggcaca

ctcatcttaa

aagttgecctt

atatataatg

tgtaatttca

attaaaaacc

tattgaacca

gatatgtaaa

aatataattt

atttgcacta

aaactctgee

agttacttaa

cctettttta

ctcacataga

gaagagatct

aaaattacgg

gattatgect

52/70

agaatcaatg

ttgactttat

aacaaggttc

ctaattttta

catggtttgt

tactgtttct

tggacagaaa

aaatgaattc

atgtggatta

tgocttttgta

atgtacatge

agtcaggttt

cttctctaag

ggattgegag

ataagcactc

tagcaaaaat

acaattgatg

actggttgaa

gcctaaatge

tttttcattg

ttcaggtttc

ctccaagatt

aataaaatct

ctataaaatg

attataaatt

tttctaagge

tgttgcaaat

ttatagacaa

aattgagatt

gaatcctact

ccccagtttt

gattaagcag

tataaatatt

gtggteocttt

agccttatta

attttttaat

tttttataaa

gaagaaaatg

tgcttgattg

gtttcatatc

taatgtttaa

atagtattcc

ataaatatga

atttgaatac

tgagattaaa

atatataaat

acaaaataca

gtgctattaa

gttatctata

gataatgcat

ttactagaat

ctgttgettt

actatctttt

ctagtcaaga

3768

3828

3888

3948

4008

4068

4128

4188

4248

4308

4368

4428

4488

4548

4608

4668

4728

4788



aggaaaattt

aacatggata

tggtagattt

taaagagggg

tgtgggaatg

tcttatccca

tgacccactc

ggaatttcce

ctgtaaaatg

aatatattta

ccttgtattg

daaaaaaaaa

<210>

VAR D2

212>
<213>

114
811
PRT

<400> 114

gatgaggaag

gattccattc

ggtggtagtt

atggggaagg

cacaggtttc

gaaattactg

ttcttatgtt

actgacttac

tgaattaaag

aatcttgaat

agtttaagat

a

Homo sapiens

gaaggaatgg

taacataaag

getttetegg

tgttgcacat

accagatcag

cctccaccat

atccaaacag

ctttetgtce

tatctaccta

ttagcaagce

ctctactgat

53/70

atatcttcag

atctttaagt

gatataagaa

ttaaagagag

atgatgtctg

ccctaatatc

ttatgtggca

ttgggaaget

actgagttgt

cacgettgat

taaaactctt

aagggctteg

tcaaatatag

gcaaaatcaa

aaagtgtgaa

gttattctgt

ttctaattgg

tttagtaatg

taaactctga

gattgtagtg

ttttatgtce

ttgetatcaa

cctaagetgg

atgagttgac

ctgctacaag

aaagcctaat

aaattatagt

tatcatataa

gaatgtacat

atcttctcat

aaagaaaggc

tttcctettg

daagaaaaaaa

Met Glu Ser GIn Gly Val Pro Pro Gly Pro Tyr Arg Ala Thr Lys Leu

1

5

10

15

4848

4908

4968

5028

5088

5148

5208

5268

5328

5388

5448

5459



Trp Asn

His Arg

Ala Val
50

Pro Glu
65

Lys Asn

Val Asp

Lys Thr

Asn Phe
130

Arg Arg
145

Glu

Gln

35

Asp

Val

His

Asp

Leu

115

Ser

Thr

Val Thr
20

His Phe

Trp Leu

Thr Arg

Val Ile

85

Asn Asn

100

Pro Arg

Lys Asp

Pro Lys

Thr

Lys

Tyr

Gln

10

Glu

Gln

Arg

Lys

Arg
150

Ser

Lys

Asp

55

Gln

Asp

Leu

Tyr

Asp

135

His

54/70

Phe Arg Ala Gly Met

Tyr
40

Leu

Thr

Ile

Phe

Pro

120

Ser

Gly

25

Gly

Leu

Ile

Lys

Arg

105

Glu

Ile

Leu

Asn Cys

Arg Asn

GIn Leu
75

Gly Arg

90

Phe Pro

Leu Arg

Phe Lys

His Leu
155

Phe

Asn

60

Leu

Trp

Ala

Lys

Leu

140

Ser

Pro Leu
30

Thr Ala
45

Ser Asn

Arg Lys

Gly Ser

Thr Ser
110

Asn Asn
125

Arg Asn

Gln Glu

Arg

Gly

Phe

Phe

Glu

95

Pro

Ile

Leu

Asn

Lys

Glu

Gly

Leu

80

Asn

Leu

Glu

Ser

Gly
160



Glu Lys Ile

Asp Asn Arg

Val Ile Leu
195

Glu Val Ile
210

Met Ala Asn
225

Asp Asp Leu

Trp Pro Arg

Arg Asp Val
275

Pro Leu Leu
290

Lys

Glu

180

Ile

Asn

Thr

Pro

Ser

260

Phe

Thr

His

165

Leu

Tyr

Pro

Ser

His
245

Asn Asp Met Asn Asn

Arg

Phe

Glu Ile

Ser GIn

Leu GIn

Lys GIn

215

Lys Arg
230

Trp Val

Thr Tle

Glu Tyr
295

Ile Asn
170

Glu Asp Val
185

Thr Ile
200

Leu

Val Ile Pro

Gly Val

Val

Ala
250

Leu Ser

Pro
265

Ala Asp
280

Tyr

Tyr Glu Leu

55/70

Glu

Gly

Gln

Ile

235

Met

Thr

Phe

Phe

Glu Asp GIn

Glu

Val

Tyr

220

Leu

Lys

Tyr

Leu

Val
300

Glu Asn Ala
175

Val Trp Arg
190

Pro Ser Leu
205

[le Met Tyr

Gln Asn Lys

Cys Leu Ala
255

Val Gly Phe
270

Asp Leu Pro
285

Asn Ile Leu

Ile

Tyr

Glu

Asn

Ser

240

Asn

Glu

Glu

Val



Val Cys Gly
305

Ile GIn Asp

Asn Ser Phe

Glu Lys Asn
355

Asn Pro Gly
370

Leu Arg Asn
385

His Asn Leu

Lys Pro Arg

Ser Ser Lys
435

Tyr Ile

Asp Pro
325

Lys Ser
340

Lys Glu

Phe GIn

Arg Arg

Ile Gly
405

Cys Cys
420

Glu Ala

Thr Val
310

GIn Ser

Thr Glu

Glu Ser

Glu Arg

375

Val Ser

390

Leu Ser

Ser Leu

Ser Ser

Ser

Ser

Cys

Asp

360

Cys

Ala

Asn

Glu

Val
440

Asp

Lys

Leu

345

Ser

Ala

Asn

Met

Gly

425

Phe

56/70

Arg Ser
315

Phe Leu
330

Leu Leu

Thr Glu

Lys Lys

Asp Tle

395

His Asp
410

Ile Val

His Gln

Ser

His

Ser

Arg

Met

380

Met

Leu

Asp

Ser

Gly

Leu

Leu

Leu

365

Gln

Gly

Ser

Val

Phe
445

Ile His

Asn Asn
335

Leu His
350

Gln Ile

Leu Val

Gly Ser

Ser Asn
415

Pro Gly
430

Pro Asn

Lys

320

Leu

Arg

Ser

Asn

Cys

400

Ser

Asn

Ile



Glu

Phe

465

Ala

Leu

Leu

Val

Val

545

Asn

Leu

Gly

450

Leu

Gly

Cys

Leu

Ala

530

Gln

Lys

Pro

Gln

Leu

Phe

Asn

Leu

515

Glu

Thr

Arg

Ala

Asn

Asn

Lys

Gly

500

Arg

Ile

Ala

Leu

Ser
580

Asn

Leu

Arg

485

Lys

Ser

Ile

Met

Cys

565

Ser

Lys Leu
455

His Ser
470

Thr Ser

Cys Lys

Ser Thr

Met Lys
535

Glu Ser
550

Lys Ser

Met Leu

Phe

Glu

Thr

Ser

Arg

520

Pro

Glu

Thr

Thr

Leu

Glu

Leu

Lys

505

Arg

Asn

Leu

Ile

Gly
585

Glu

Asn

Thr

490

Gln

Asn

Val

Gly

Glu

570

Thr

57/70

Ser

Ile

475

Val

Leu

Ser

Gly

Glu

555

Leu

Gln

Lys Pro
460

GIn Lys

GIn Asp

Cys Arg

Tyr Ile

525

Gln Gly

540

Ser Ser

Ser Glu

Ser Leu

Lys

Pro

Gln

Ser

510

Asn

Ser

Ala

Asn

Leu
590

GlIn

Phe

Glu

495

Gln

Thr

Thr

Thr

Ser

575

Gln

Glu

Ser

480

Glu

Ser

Pro

Ser

Ile

560

Leu

Pro



His

Leu

Ser

625

Gly

Cys

Ser

Leu

Ile

705

Tyr

Leu

Pro

610

Arg

Thr

Ala

Phe

Gln

690

Glu

Cys

Glu

995

Pro

Met

Arg

Glu

Leu

675

Thr

Asn

Lys

Arg Val

Pro Asn

Ser GIn

Ser Leu

645

Glu Val

660

Met Asp

Ala Val

Pro Gly

Gln Ile
7125

Ala Ile

Arg Arg
615

Asn Val
630

Met Ile

Asp Leu

His His

Glu Lys
695

Asp Gly
710

Ser Ala

Asp

600

Lys

Asp

His

Asp

Gln

680

His

Leu

Gln

Ala

Leu

Met

Thr

Glu

665

Glu

Leu

Phe

Glu

Leu

Gln

Pro

Phe

650

Leu

Ile

Asp

Ala

Phe
730

58/70

GlIn

Leu

Lys

635

Ser

Leu

Leu

Tyr

Pro

115

Asp

Leu

Leu

620

Leu

Arg

Ala

Gln

Leu

700

Leu

Glu

Cys Cys Leu
605

Met Arg Met

His Asp Ala

Cys Val Leu
655

Gly Arg Leu
670

Val Pro Ser
685

Lys Lys Gly

Pro Thr Tyr

Gln Lys Val
135

Leu

Ile

Met

640

Cys

Val

Tyr

His

Ser

120

Ser



59/70

Thr Ser GIn Ala Ala Ile Ala Glu Leu Leu Glu Asn Ile Ile Lys Asn
740 745 750

Arg Ser Leu Pro Leu Lys Glu Lys Arg Lys Lys Leu Lys GIn Phe GlIn
755 760 765

Lys Glu Tyr Pro Leu Ile Tyr GIn Lys Arg Phe Pro Thr Thr Glu Ser
770 775 780

Glu Ala Ala Leu Phe Gly Asp Lys Pro Thr Ile Lys GIn Pro Met Leu
785 790 795 800

Ile Leu Arg Lys Pro Lys Phe Arg Ser Leu Arg
805 810

<210> 115
<211> 4607
<212> DNA
<213> Homo sapiens

<220>
<221> CDS
<222> (223).. (1806)

<400> 115
agctactgga gccccaggac gcagecgage ggocctegee gactccttce cgagectgge 60

tgtggegtca cgtgacccge ggegeggeca atccgegeag ccctetatge tattcaaate 120



60/70

ggcggoeggegg ccaacggttg tgecgagact cgeccactgec geggecgetg ggcctgagtg 180

tcgeettege cgecatggac gecaccggge getgacagac ¢t atg gag agt cag 234
Met Glu Ser GIn
1

ggt gtg cot ccc ggg coct tat cgg gec acc aag ctg tgg aat gaa gtt 282
Gly Val Pro Pro Gly Pro Tyr Arg Ala Thr Lys Leu Trp Asn Glu Val
5 10 15 20
acc aca tct ttt cga gca gga atg cct cta aga aaa cac aga caa cac 330
Thr Thr Ser Phe Arg Ala Gly Met Pro Leu Arg Lys His Arg GIn His
25 30 35
ttt aaa aaa tat ggc aat tgt ttc aca gca gga gaa gca gtg gat tgg 378
Phe Lys Lys Tyr Gly Asn Cys Phe Thr Ala Gly Glu Ala Val Asp Trp
40 45 50
ctt tat gac cta tta aga aat aat agc aat ttt ggt cct gaa gtt aca 426
Leu Tyr Asp Leu Leu Arg Asn Asn Ser Asn Phe Gly Pro Glu Val Thr
55 60 65
agg caa cag act atc caa ctg ttg agg aaa ttt ctt aag aat cat gta 474
Arg Gln GIn Thr Ile GIn Leu Leu Arg Lys Phe Leu Lys Asn His Val
70 75 80
att gaa gat atc aaa ggg agg tgg gga tca gaa aat gtt gat gat aac 522
Ile Glu Asp Ile Lys Gly Arg Trp Gly Ser Glu Asn Val Asp Asp Asn
85 90 95 100
aac cag ctc ttc aga ttt cct gca act tcg cca ctt aaa act cta cca 570
Asn GIn Leu Phe Arg Phe Pro Ala Thr Ser Pro Leu Lys Thr Leu Pro
105 110 115
cga agg tat cca gaa ttg aga aaa aac aac ata gag aac ttt tcc aaa 618

Arg Arg Tyr Pro Glu Leu Arg Lys Asn Asn Ile Glu Asn Phe Ser Lys



gat
Asp

aaa

Lys

cat
His
165

cta

Leu

tac

Tyr

GCa

Pro

agt

Ser

cac
His
245

aat

Asn

aaa

Lys

agg
Arg
150

gaa
Glu

age

Ser

ctg

Leu

aaa

Lys

aaa
Lys
230

tgg
Trp

gat
Asp

gat
Asp
135

cat

His

ata
Ile

cag
Gln

caa
Gln

caa
Gln
215

cgt
Arg

gta
Val

atg

120
age

Ser

gga
Gly

atc

Ile

gaa
Glu

acc
Thr
200

gta
Val

gga
Gly

tta

Leu

aat

att
Ile

tta

Leu

aat

Asn

gat
Asp
185

att
Ile

att
Ile

gta
Val

tect

Ser

aat

Met Asn Asn

ttt
Phe

cat
His

gaa
Glu
170

gtt
Val

tta

Leu

CCC

Pro

gtt
Val

gce
Ala
250

cca

Pro

aaa

Lys

tta
Leu
155

gat
Asp

gaa
Glu

ggt
Gly

caa
Gln

ata
Ile
235

atg
Met

act
Thr

tta
Leu
140

tct

Ser

caa
Gln

gaa
Glu

gtg
Val

tat
Tyr
220

cta

Leu

aag

Lys

tat
Tyr

125

cga

Arg

cag
Gln

gaa
Glu

gtt
Val

cca
Pro
205

ata

Ile

caa
GlIn

tegc
Cys

gtt
Val

aac

Asn

gaa
Glu

aat

Asn

tgg
Trp
190

tce

Ser

atg
Met

aac

Asn

cta

Leu

gga
Gly

61/70

tta

Leu

aat

Asn

gca
Ala
175

aga

Arg

cta

Leu

tac

Tyr

aaa

Lys

gca
Ala
255

ttt
Phe

tect

Ser

ggc
Gly
160

att

Ile

tat
Tyr

gaa
Glu

aac

Asn

tca
Ser
240

aat

Asn

gaa
Glu

cgt
Arg
145

gag
Glu

gat
Asp

gtt
Val

gaa
Glu

atg
Met
225

gat
Asp

tgg
Trp

cga

130
aga

Arg

aaa

Lys

aat

Asn

att

Ile

gtc
Val
210

gce
Ala

gac

Asp

GCCa

Pro

gat

act
Thr

ata
Ile

aga

Arg

ctg
Leu
195

ata

Ile

aat

Asn

ctc

Leu

aga

Arg

gta

Arg Asp Val

cct

Pro

aag

Lys

gaa
Glu
180

atc

Ile

aat

Asn

aca
Thr

cct

Pro

age
Ser
260

ttc
Phe

666

114

162

810

858

906

954

1002

1050



aga

Arg

ttt
Phe

cat
His

ctt
Leu
325

tce

Ser

ggt
Gly

tgt
Cys

tct

Ser

tta

Leu

aca
Thr

gaa
Glu

tta
Leu
310

CCC

Pro

cga

Arg

acg
Thr

gct
Ala

ttc
Phe
390

cag

atc
Ile

tat
Tyr
295

gag

Glu

cca

Pro

atg
Met

agg
Arg

gaa
Glu
375

tta

Leu

act

gca
Ala
280

tac

Tyr

agg
Arg

CCa

Pro

agt

Ser

tca
Ser
360

gaa
Glu

atg
Met

gca

265
gat

Asp

gaa
Glu

gtt
Val

aat

Asn

caa
Gln
345

ctg

Leu

gtg
Val

gat
Asp

gtg

tat
Tyr

tta

Leu

gco
Ala

cgt
Arg
330

aat

Asn

atg
Met

gat
Asp

cat
His

gaa

GIn Thr Ala Val Glu

ttt
Phe

ttt
Phe

atc
Ile
315

aga

Arg

gtt
Val

ata

Ile

ctt

Leu

cat
His
395

aaa

Lys

cta

Leu

gta
Val
300

gat
Asp

aag

Lys

gat
Asp

cat
His

gat
Asp
380

cag
Gln

cat
His

gat
Asp
285

aac

Asn

gect
Ala

ctt

Leu

atg
Met

ace
Thr
365

gag
Glu

gaa
Glu

ctt

Leu

210

cte

Leu

att

Ile

cta

Leu

caa
Gln

cCG
Pro
350

ttt

Phe

ctt

Leu

att

Ile

gac

Asp

62/70

cct

Pro

ttg

Leu

cag
Gln

ctt
Leu
335

aaa

Lys

tect

Ser

ctt

Leu

ctt

Leu

tac

Tyr

gaa
Glu

ggc
Gly

tta
Leu
320

tta

Leu

ctt

Leu

cga

Arg

gct
Ala

caa
GlIn
400

tta

Leu

cct

Pro

ttg
Leu
305

tgt
Cys

atg
Met

cat
His

tgt
Cys

gga
Gly
385

gta
Val

aaa

Lys

cta
Leu
290

ctg

Leu

tgt
Cys

cgt
Arg

gat
Asp

gtg
Val
370

aga

Arg

GGG

Pro

aag

275

ctt

Leu

caa
Gln

ttg

Leu

atg
Met

geca
Ala
355

tta

Leu

tta

Leu

tct

Ser

gea

act
Thr

cct

Pro

tta

Leu

att
Ile
340

atg
Met

tgc
Cys

gtt
Val

tac

Tyr

cat

Lys Gly His

1098

1146

1194

1242

1290

1338

1386

1434

1482



405

att

Ile

tac

Tyr

acc
Thr

agg
Arg

aag
Lys
485

gaa
Glu

att

Ile

gaa
Glu

tgt
Cys

tect

Ser

agt
Ser
470

gaa
Glu

geca
Ala

tta

Leu

aat

Asn

aag

Lys

caa
Gln
455

tta

Leu

tat
Tyr

gca
Ala

aga

Arg

cct

Pro

cag
Gln
440

gct
Ala

cct

Pro

cct

Pro

ctt

Leu

aaa
Lys
520

gga
Gly
425

att
Ile

gca
Ala

cta

Leu

ttg

Leu

ttt
Phe
505

GCca

Pro

410

gat
Asp

agt

Ser

att

Ile

aag

Lys

ata
Ile
490

ggt
Gly

aag

Lys

gga
Gly

get
Ala

gca
Ala

gag
Glu
475

tat

Tyr

gac

Asp

ttc
Phe

cta

Leu

cag
Gln

gaa
Glu
460

aaa

Lys

cag
Gln

aaa

Lys

cgt
Arg

ttt
Phe

gag
Glu
445

ctt

Leu

aga

Arg

aaa

Lys

cct

Pro

agt
Ser
525

get
Ala
430

ttt
Phe

tta

Leu

aaa

Lys

aga

Arg

aca
Thr
510

cta

Leu

63/70

415

cct

Pro

gat
Asp

gaa
Glu

aaa

Lys

ttt
Phe
495

atc
Ile

aga

Arg

taaaaattat gtaatacttg tggaactttg ataaatgaag

actcaaaagg aagtctgtca ttaataaggt atttctaaat

tgccaaaata gttatcaatg tgagactctt aggaaactaa

ttg

Leu

gag
Glu

aat

Asn

cta
Leu
480

CGa

Pro

aag

Lys

taa

ccatatctga gaatgtagct

aaacacatta tgtaaggaag

ctagatctca attgagagca

CCa

Pro

caa
Gln

att
Ile
465

aaa

Lys

acc
Thr

caa
Gln

act
Thr

aaa
Lys
450

att

Ile

cag
Gln

acg
Thr

CCa

Pro

tac
Tyr
435

gtt
Val

aaa

Lys

ttt
Phe

gag
Glu

atg
Met
515

ctaactgaat

420

tca

Ser

tect

Ser

aac

Asn

cag
Gln

agt
Ser
500

ctg

Leu

1530

1578

1626

1674

1722

1770

1816

1876

1936

1996



cataacaata

catgatgtgt

aaactataat

agctaatgaa

tatttgaaaa

tttttccact

atcagatttg

tatatatatt

ataaggcaat

ttgttccaga

tattttttaa

aaatcaggge

tctaagctag

cctatatgcc

ggattagtat

gcctaaatge

tttttcattg

ttcaggtttc

gatgatacca

gctaaaattt

tctgttetta

ttagttgttt

ctcaatgaaa

tttgatctat

gttttgectt

ttgaattcta

catatattca

tatgcagaga

tcaagggaga

atatagaatc

tggttttcaa

cagggeoctaa

tttttttaat

tttttataaa

gaagaaaatg

tgettgattg

aatacttttt

tatttacttg

aaagaaaatt

ggggttactt

taattctcag

ttatatatat

aaatattatc

gttttcataa

ttcaaaagat

caatgataaa

tacacctatc

attcagctaa

actggtacac

cttacactaa

ctaggtgatt

catttttata

cctgecaagt

acttggtaca

64/70

gtttttaaca

aattttgaaa

tatctgcaaa

ctttgtttet

ctgccaaatg

gtatgtgttt

cccaattget

tctattagaa

atttatttag

taaaacatat

agatgtttaa

agagtgactt

attagactca

ttaaatctga

ccaatattca

agtgtcaaga

ataaatgact

aacttgaagc

cagctatcca

actgagctgt

tgtgecaagtt

aagtataaga

ttgecactectt

ttaaaatatg

tcagtcattc

gatggggata

caactgctat

aatctcttce

aataacaaca

ctatgatgat

cccgaggaat

attttgggga

gccaactgtg

taatggcaca

ctcatcttaa

aagttgcctt

gtaaggctat

gttagggatt

ctgagatatt

atgtgaagaa

ttatatattc

tgtatatttt

atttgttcag

taaaagaagt

gtgccttteg

ataaggtatt

ctacccactg

ggaacaggte

tttaaaacag

tgttgtatag

agaatcaatg

ttgactttat

aacaaggttc

ctaattttta

2056

2116

2176

2236

2296

2356

2416

24176

2536

2596

2656

2716

27176

2836

2896

2956

3016

3076



ctccaagatt

aataaaatct

ctataaaatg

attataaatt

tttctaaggce

tgttgcaaat

ttatagacaa

aattgagatt

gaatcctact

ccccagtttt

gattaagcag

tataaatatt

gtggteottt

agccttatta

attttttaat

aagggettceg

tcaaatatag

gcaaaatcaa

gtttcatatc

taatgtttaa

atagtattcc

ataaatatga

atttgaatac

tgagattaaa

atatataaat

acaaaataca

gtgctattaa

gttatctata

gataatgcat

ttactagaat

ctgttgettt

actatctttt

ctagtcaaga

cctaagetgg

atgagttgac

ctgctacaag

tattccttaa

tgactgttet

atttaacatt

ctttatcctg

taaaacgttt

attatttggg

aataaaggca

tggtacaatg

ctagctagta

aaatgaatat

gtaaagtgtt

cacctaggat

ggacagacat

cattatgaga

aggaaaattt

aacatggata

tggtagattt

taaagagggg

65/70

gtgtaaagaa

catttctcaa

actgattttt

gctataaaat

attgtttata

gttttgtaac

ggcaactttc

ctttaataac

aactcagaca

tataatagta

agcacagtgt

tatagcacta

gaaccaaaac

caaaggttct

gatgaggaag

gattccattc

gogtggtagtt

atggggaagg

atatataatg

tgtaatttca

attaaaaacc

tattgaacca

gatatgtaaa

aatataattt

atttgcacta

aaactctgce

agttacttaa

ccteottttta

ctcacataga

gaagagatct

aaaattacgg

gattatgcct

gaaggaatgg

taacataaag

getttetegg

tgttgcacat

catggtttgt

tactgtttet

tggacagaaa

aaatgaattc

atgtggatta

tgcttttgta

atgtacatge

agtcaggttt

cttctctaag

ggattgcgag

ataagcactc

tagcaaaaat

acaattgatg

actggttgaa

atatcttcag

atctttaagt

gatataagaa

ttaaagagag

3136

3196

3256

3316

3376

3436

3496

3556

3616

3676

3736

3796

3856

3916

3976

4036

4096

4156



aaagtgtgaa

gttattetgt

ttctaattgg

tttagtaatg

taaactctga

gattgtagtg

ttttatgtcc

ttgctatcaa

<210> 116

211> 521

<212> PRT

<213> Homo

<400> 116

Met Glu Ser

1

Trp Asn Glu

His Arg GlIn
35

66/70

aaagcctaat tgtgggaatg cacaggtttc accagatcag atgatgtctg

aaattatagt tcttatccca gaaattactg cctccaccat ccctaatatc

tatcatataa tgacccactc ttcttatgtt atccaaacag ttatgtggca

gaatgtacat ggaatttccc actgacttac ctttctgtcc ttgggaaget

atcttctcat ctgtaaaatg tgaattaaag tatctaccta actgagttgt

aaagaaaggc aatatattta aatcttgaat ttagcaagcc cacgcttgat

tttcctettg ccttgtattg agtttaagat ctctactgat taaaactctt

ddaaaaaaaa aaaaaaaaaa a

sapiens

GIn Gly Val Pro Pro Gly Pro Tyr Arg Ala Thr Lys Leu
5 10 15

Val Thr Thr Ser Phe Arg Ala Gly Met Pro Leu Arg Lys
20 25 30

His Phe Lys Lys Tyr Gly Asn Cys Phe Thr Ala Gly Glu
40 45

4216

4276

4336

4396

4456

4516

4576

4607



Ala Val Asp
50

Pro Glu Val
65

Lys Asn His

Val Asp Asp

Lys Thr Leu
115

Asn Phe Ser
130

Arg Arg Thr
145

Glu Lys Ile

Asp Asn Arg

Trp

Thr

Val

Asn

100

Pro

Lys

Pro

Lys

Glu
180

Leu

Arg

Ile

85

Asn

Arg

Asp

Lys

His

165

Leu

Tyr

Gln

10

Glu

Gln

Arg

Lys

Arg

150

Glu

Ser

Asp

55

Gln

Asp

Leu

Tyr

Asp

135

His

Ile

Gln

Leu

Thr

Ile

Phe

Pro

120

Ser

Gly

Ile

Glu

Leu

Ile

Lys

Arg

105

Glu

Ile

Leu

Asn

Asp
185

Arg

Gln

Gly

90

Phe

Leu

Phe

His

Glu

170

Val

67/70

Asn

Leu

15

Arg

Pro

Arg

Lys

Leu

155

Asp

Glu

Asn

60

Leu

Trp

Ala

Lys

Leu

140

Ser

GlIn

Glu

Ser Asn Phe Gly

Arg Lys Phe Leu
80

Gly Ser Glu Asn
95

Thr Ser Pro Leu
110

Asn Asn [le Glu
125

Arg Asn Leu Ser

GIn Glu Asn Gly
160

Glu Asn Ala Ile
175

Val Trp Arg Tyr
190



Val Ile Leu Ile
195
Glu Val Ile Asn

210

Met Ala Asn Thr
225

Asp Asp Leu Pro

Trp Pro Arg Ser
260

Arg Asp Val Phe
275

Pro Leu Leu Thr
290

Leu Leu GIn Pro
305

Cys Cys Leu Leu

Tyr

Pro

Ser

His

245

Asn

Arg

Phe

His

Leu
325

Leu

Lys

Lys

230

Trp

Asp

Thr

Glu

Leu

310

Pro

Gln Thr Ile
200

Gln Val Ile
215

Arg Gly Val

Val Leu Ser

Met Asn Asn
265

Ile Ala Asp
280

Tyr Tyr Glu
295

Glu Arg Val

Pro Pro Asn

Leu

Pro

Val

Ala

250

Pro

Tyr

Leu

Ala

Arg
330

68/70

Gly

Gln

Ile

235

Met

Thr

Phe

Phe

Ile

315

Arg

Val

Tyr

220

Leu

Lys

Tyr

Leu

Val

300

Asp

Lys

Pro

205

Ile

Gln

Cys

Val

Asp

285

Asn

Ala

Leu

Ser

Met

Asn

Leu

Gly

210

Leu

Ile

Leu

Gln

Leu Glu

Tyr Asn

Lys Ser
240

Ala Asn
255

Phe Glu

Pro Glu

Leu Gly

GIn Leu

320

Leu Leu
335



Met

His

Cys

Gly

385

Val

Lys

Pro

Gln

Ile
465

Arg

Asp

Val

370

Arg

Pro

Lys

Thr

Lys

450

Ile

Met Ile
340

Ala Met
355

Leu Cys

Leu Val

Ser Tyr

Gly His
420

Tyr Ser
435

Val Ser

Lys Asn

Ser

Gly

Cys

Ser

Leu

405

Ile

Tyr

Thr

Arg

Arg

Thr

Ala

Phe

390

Gln

Glu

Cys

Ser

Ser
470

Met

Arg

Glu

375

Leu

Thr

Asn

Lys

Gln

455

Leu

Ser Gln
345

Ser Leu
360

Glu Val

Met Asp

Ala Val

Pro Gly

425

Gin Ile
440

Ala Ala

Pro Leu

Asn

Met

Asp

His

Glu

410

Asp

Ser

Ile

Lys

69/70

Val

Ile

Leu

His

395

Lys

Gly

Ala

Ala

Glu
475

Asp Met

His Thr
365

Asp Glu
380

Gln Glu

His Leu

Leu Phe

Gln Glu
445

Glu Leu
460

Lys Arg

Pro Lys
350

Phe Ser

Leu Leu

[le Leu

Asp Tyr

415

Ala Pro

430

Phe Asp

Leu Glu

Lys Lys

Leu

Arg

Ala

Gln

400

Leu

Leu

Glu

Asn

Leu
480



70/70

Lys GIn Phe GIn Lys Glu Tyr Pro Leu Ile Tyr GIn Lys Arg Phe Pro
485 490 495

Thr Thr Glu Ser Glu Ala Ala Leu Phe Gly Asp Lys Pro Thr Ile Lys
500 505 510

GIn Pro Met Leu Ile Leu Arg Lys Pro Lys Phe Arg Ser Leu Arg
515 520 525

<210> 117

Q211> 4

<212> PRT

<213> Artificial Sequence

<220>
<223> a linker peptide

<400> 117

Asn Lys Arg Lys
1



