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<210> 1

<211> 290

<212> PRT

<213> Homo sapiens

<400> 1

Met Arg lle Phe Ala Val Phe lle Phe Met Thr Tyr Trp His Leu Leu
1 5 10 15

Asn Ala Phe Thr Val Thr Val Pro Lys Asp Leu Tyr Val Val Glu Tyr
20 25 30

Gly Ser Asn Met Thr lle Glu Cys Lys Phe Pro Val Glu Lys GIn Leu
35 40 45

Asp Leu Ala Ala Leu Ile Val Tyr Trp Glu Met Glu Asp Lys Asn lle
50 55 60

lle GIn Phe Val His Gly Glu Glu Asp Leu Lys Val GIn His Ser Ser
65 70 75 80

Tyr Arg GIn Arg Ala Arg Leu Leu Lys Asp GIn Leu Ser Leu Gly Asn
85 90 95

Ala Ala Leu GIn lle Thr Asp Val Lys Leu GIn Asp Ala Gly Val Tyr



100 105 110

Arg Cys Met lle Ser Tyr Gly Gly Ala Asp Tyr Lys Arg lle Thr Val
115 120 125

Lys Val Asn Ala Pro Tyr Asn Lys lle Asn GIn Arg lle Leu Val Val
130 135 140

Asp Pro Val Thr Ser Glu His Glu Leu Thr Cys GIn Ala Glu Gly Tyr
145 150 155 160

Pro Lys Ala Glu Val lle Trp Thr Ser Ser Asp His GlIn Val Leu Ser
165 170 175

Gly Lys Thr Thr Thr Thr Asn Ser Lys Arg Glu Glu Lys Leu Phe Asn
180 185 190

Val Thr Ser Thr Leu Arg lle Asn Thr Thr Thr Asn Glu Ile Phe Tyr
195 200 205

Cys Thr Phe Arg Arg Leu Asp Pro Glu Glu Asn His Thr Ala Glu Leu
210 215 220

Val Ile Pro Glu Leu Pro Leu Ala His Pro Pro Asn Glu Arg Thr His
225 230 235 240

Leu Val lle Leu Gly Ala lle Leu Leu Cys Leu Gly Val Ala Leu Thr
245 250 255

Phe Ile Phe Arg Leu Arg Lys Gly Arg Met Met Asp Val Lys Lys Cys
260 265 270

Gly lle GIn Asp Thr Asn Ser Lys Lys GIn Ser Asp Thr His Leu Glu
275 280 285

Glu Thr



290

<210> 2

<211> 288

<212> PRT

<213> Homo sapiens

<400> 2
Met GIn lle Pro GIn Ala Pro Trp Pro Val Val Trp Ala Val Leu GIn

1 5 10 15

Leu Gly Trp Arg Pro Gly Trp Phe Leu Asp Ser Pro Asp Arg Pro Trp
20 25 30

Asn Pro Pro Thr Phe Ser Pro Ala Leu Leu Val Val Thr Glu Gly Asp
35 40 45

Asn Ala Thr Phe Thr Cys Ser Phe Ser Asn Thr Ser Glu Ser Phe Val
50 55 60

Leu Asn Trp Tyr Arg Met Ser Pro Ser Asn GIn Thr Asp Lys Leu Ala
65 70 75 80

Ala Phe Pro Glu Asp Arg Ser GIn Pro Gly GIn Asp Cys Arg Phe Arg
85 90 95

Val Thr GIn Leu Pro Asn Gly Arg Asp Phe His Met Ser Val Val Arg
100 105 110

Ala Arg Arg Asn Asp Ser Gly Thr Tyr Leu Cys Gly Ala lle Ser Leu
115 120 125

Ala Pro Lys Ala GIn Ile Lys Glu Ser Leu Arg Ala Glu Leu Arg Val
130 135 140

Thr Glu Arg Arg Ala Glu Val Pro Thr Ala His Pro Ser Pro Ser Pro
145 150 155 160



Arg Pro Ala Gly GIn Phe GIn Thr Leu Val Val Gly Val Val Gly Gly
165 170 175

Leu Leu Gly Ser Leu Val Leu Leu Val Trp Val Leu Ala Val lle Cys
180 185 190

Ser Arg Ala Ala Arg Gly Thr Ile Gly Ala Arg Arg Thr Gly GIn Pro
195 200 205

Leu Lys Glu Asp Pro Ser Ala Val Pro Val Phe Ser Val Asp Tyr Gly
210 215 220

Glu Leu Asp Phe GIn Trp Arg Glu Lys Thr Pro Glu Pro Pro Val Pro
225 230 235 240

Cys Val Pro Glu GIn Thr Glu Tyr Ala Thr Ile Val Phe Pro Ser Gly
245 250 255

Met Gly Thr Ser Ser Pro Ala Arg Arg Gly Ser Ala Asp Gly Pro Arg
260 265 270

Ser Ala GIn Pro Leu Arg Pro Glu Asp Gly His Cys Ser Trp Pro Leu
275 280 285

<210> 3

<211> 123

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 3

GIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
1 5 10 15



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

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

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

GIn Gly Arg Val Thr lle Thr Ala 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

Ala Arg Ser Pro Asp Tyr Ser Pro Tyr Tyr Tyr Tyr Gly Met Asp Val
100 105 110

Trp Gly GIn Gly Thr Thr Val Thr Val Ser Ser
115 120

<210> 4

<211> 111

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 4
GlIn Ser Val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn

1 5 10 15

Arg Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Ser Asn
20 25 30

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



lle Tyr Gly Asn Ser Asn Arg Pro Ser Gly Val Pro Asp Arg Phe Ser
50 55 60

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn
65 70 75 80

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr Asp Ser Ser Leu
85 90 95

Ser Gly Ser Val Phe Gly Gly Gly lle Lys Leu Thr Val Leu Gly
100 105 110

<210> 5

<211> 120

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<220>

<221> Xaa

<222> (54)..(54)
<223> Xaa=MorS$S

<400> 5
GlIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

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

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

Gly Leu lle lle Pro Xaa Phe Asp Thr Ala Gly Tyr Ala GIn Lys Phe
50 55 60



GIn Gly Arg Val Ala lle Thr Val Asp Glu 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

Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp Tyr Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 6

<211> 120

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 6
GlIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

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

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

Gly Leu lle lle Pro Ser Phe Asp Thr Ala Gly Tyr Ala GIn Lys Phe
50 55 60

GIn Gly Arg Val Ala lle Thr Val Asp Glu 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

Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp Tyr Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 7

<211> 120

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 7
GlIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

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

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

Gly Leu lle lle Pro Met Phe Asp Thr Ala Gly Tyr Ala GIn Lys Phe
50 55 60

GIn Gly Arg Val Ala lle Thr Val Asp Glu 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

Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp Tyr Trp Gly GIn
100 105 110



Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 8

<211> 107

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 8

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

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Trp
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

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

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ala Asn His Leu Pro Phe
85 90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys
100 105

<210> 9

<211> 5

<212> PRT

<213> Artificial Sequence



<220>
<223> Synthetic construct

<400> 9

Ser Leu Lys Ser Val
1 5

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

<220>
<223> Synthetic construct

<400> 10

Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
1 5 10 15

Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser
20 25 30

<210> 11

<211> 58

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 11
Val Tyr Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu

1 5 10 15

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp
20 25 30

Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val
35 40 45



Leu Asp Ser Asp Gly Ser Phe Ala Leu Val
50 55

<210> 12

<211> 45

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 12

Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu
1 5 10 15

Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp
20 25 30

Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr Trp
35 40 45

<210> 13

<211> 48

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 13
Glu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly

1 5 10 15

Cys Leu Val Thr Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn
20 25 30

Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Glu
35 40 45



<210> 14

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 14

Ala Ala Glu Ser Glu Leu Ser
1 5

<210> 15

<211> 46

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 15

Arg Val Gly Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val
1 5 10 15

GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn Glu Ser
20 25 30

Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Arg
35 40 45

<210> 16

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 16



Lys Ala Ser Gly Gly Thr Phe Ser Ser Tyr Ala lle Ser
1 5 10

<210> 17

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 17

Gly lle lle Pro lle Phe Gly Thr Ala Asn Tyr Ala GIn Lys Phe GlIn
1 5 10 15

Gly

<210> 18

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 18

Ala Arg Ser Pro Asp Tyr Ser Pro Tyr Tyr Tyr Tyr Gly Met Asp Val
1 5 10 15

<210> 19

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 19

Ser Gly Ser Ser Ser Asn Ile Gly Ser Asn Thr Val Asn
1 5 10



<210> 20

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 20

Tyr Gly Asn Ser Asn Arg Pro Ser
1 5

<210> 21

<211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 21

GlIn Ser Tyr Asp Ser Ser Leu Ser Gly Ser Val
1 5 10

<210> 22

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 22

Lys Ala Ser Gly Gly Thr Phe Ser Ser Tyr Ala lle Ser
1 5 10

<210> 23

<211> 17

<212> PRT

<213> Artificial Sequence



<220>
<223> Synthetic construct

<400> 23

Leu lle lle Pro Ser Phe Asp Thr Ala Gly Tyr Ala GIn Lys Phe GIn
1 5 10 15

Gly

<210> 24

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 24

Leu lle lle Pro Met Phe Asp Thr Ala Gly Tyr Ala GIn Lys Phe GIn
1 5 10 15

Gly

<210> 25

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 25
Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp Tyr

1 5 10

<210> 26
<211> 11



<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 26

Arg Ala Ser GIn Gly lle Ser Ser Trp Leu Ala
1 5 10

<210> 27

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 27

Ser Ala Ala Ser Ser Leu GIn Ser
1 5

<210> 28

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 28

GIn GIn Ala Asn His Leu Pro Phe Thr
1 5

<210> 29

<211> 453

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct



<400> 29
GlIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
1 5 10 15

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

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

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

GIn Gly Arg Val Thr lle Thr Ala 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

Ala Arg Ser Pro Asp Tyr Ser Pro Tyr Tyr Tyr Tyr Gly Met Asp Val
100 105 110

Trp Gly GIn Gly Thr Thr Val Thr Val Ser Ser Ala Ser Thr Lys Gly
115 120 125

Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly
130 135 140

Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val
145 150 155 160

Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe
165 170 175

Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Lys Ser Val Val
180 185 190



Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys Asn Val
195 200 205

Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys
210 215 220

Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala
225 230 235 240

Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr
245 250 255

Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser Val
260 265 270

Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val
275 280 285

Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser
290 295 300

Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu
305 310 315 320

Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala
325 330 335

Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro
340 345 350

GlIn Val Tyr Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gin
355 360 365

Val Ser Leu Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala
370 375 380



Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr Trp
385 390 395 400

Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu
405 410 415

Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser
420 425 430

Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser
435 440 445

Leu Ser Pro Gly Lys
450

<210> 30
<211> 216
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 30
GlIn Ser Val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly GIn

1 5 10 15

Arg Val Thr lle Ser Cys Ser Gly Ser Ser Ser Asn lle Gly Ser Asn
20 25 30

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

lle Tyr Gly Asn Ser Asn Arg Pro Ser Gly Val Pro Asp Arg Phe Ser
50 55 60



Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala lle Ser Gly Leu GIn
65 70 75 80

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr Asp Ser Ser Leu
85 90 95

Ser Gly Ser Val Phe Gly Gly Gly lle Lys Leu Thr Val Leu Gly GIn
100 105 110

Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu Glu
115 120 125

Leu GIn Ala Asn Lys Ala Thr Leu Val Cys Leu lle Ser Asp Phe Tyr
130 135 140

Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val Lys
145 150 155 160

Ala Gly Val Glu Thr Thr Thr Pro Ser Lys GIn Ser Asn Asn Lys Tyr
165 170 175

Ala Ala Glu Ser Glu Leu Ser Leu Thr Pro Glu GIn Trp Lys Ser His
180 185 190

Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly Ser Thr Val Glu Lys
195 200 205

Thr Val Ala Pro Ala Glu Cys Ser
210 215

<210> 31

<211> 450

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct



<400> 31
GlIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
1 5 10 15

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

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

Gly Leu lle lle Pro Ser Phe Asp Thr Ala Gly Tyr Ala GIn Lys Phe
50 55 60

GIn Gly Arg Val Ala lle Thr Val Asp Glu 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

Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp Tyr Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
115 120 125

Phe Pro Glu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
130 135 140

Leu Gly Cys Leu Val Thr Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
145 150 155 160

Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val
165 170 175

Leu Glu Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro
180 185 190



Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys
195 200 205

Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp
210 215 220

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly
225 230 235 240

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle
245 250 255

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser Val Ser His Glu
260 265 270

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His
275 280 285

Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg
290 295 300

Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys
305 310 315 320

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu
325 330 335

Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr
340 345 350

Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu
355 360 365

Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp
370 375 380



Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr Trp Pro Pro Val
385 390 395 400

Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp
405 410 415

Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His
420 425 430

Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro
435 440 445

Gly Lys
450

<210> 32

<211> 450

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 32
GlIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

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

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

Gly Leu lle lle Pro Met Phe Asp Thr Ala Gly Tyr Ala GIn Lys Phe
50 55 60



GIn Gly Arg Val Ala lle Thr Val Asp Glu 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

Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp Tyr Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
115 120 125

Phe Pro Glu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
130 135 140

Leu Gly Cys Leu Val Thr Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
145 150 155 160

Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val
165 170 175

Leu Glu Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro
180 185 190

Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys
195 200 205

Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp
210 215 220

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly
225 230 235 240

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle
245 250 255



Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser Val Ser His Glu
260 265 270

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His
275 280 285

Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg
290 295 300

Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys
305 310 315 320

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu
325 330 335

Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr
340 345 350

Val Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu
355 360 365

Leu Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp
370 375 380

Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Leu Thr Trp Pro Pro Val
385 390 395 400

Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp
405 410 415

Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His
420 425 430

Glu Ala Leu His Asn His Tyr Thr Gin Lys Ser Leu Ser Leu Ser Pro
435 440 445



Gly Lys
450

<210> 33

<211> 450

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

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

1 5 10 15

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

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

Gly Leu lle lle Pro Met Phe Asp Thr Ala Gly Tyr Ala GIn Lys Phe
50 55 60

GIn Gly Arg Val Ala lle Thr Val Asp Glu 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

Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp Tyr Trp Gly GIn
100 105 110

Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
115 120 125

Phe Pro Glu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
130 135 140



Leu Gly Cys Leu Val Thr Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
145 150 155 160

Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val
165 170 175

Leu Glu Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro
180 185 190

Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys
195 200 205

Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp
210 215 220

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly Gly
225 230 235 240

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle
245 250 255

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser Val Ser His Glu
260 265 270

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His
275 280 285

Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg
290 295 300

Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys
305 310 315 320

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu
325 330 335



Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr
340 345 350

Val Tyr Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu
355 360 365

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp
370 375 380

Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val
385 390 395 400

Leu Asp Ser Asp Gly Ser Phe Ala Leu Val Ser Lys Leu Thr Val Asp
405 410 415

Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His
420 425 430

Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro
435 440 445

Gly Lys
450

<210> 34
<211> 214
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 34

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



Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Trp
20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu lle
35 40 45

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

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

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Ala Asn His Leu Pro Phe
85 90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe Ille Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly
115 120 125

Thr Ala Arg Val Gly Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GlIn Ser Gly Asn Ser GlIn
145 150 155 160

Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Arg
165 170 175

Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190

Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205



Phe Asn Arg Gly Glu Cys
210

<210> 35

<211> 787

<212> DNA

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 35
cagtccgtce tgactcagec acctteeget ageggtacce ccggecagag agtgacaatc 60

tcatgctceg gttccagete taacattgge tctaacactg tcaattggta ccagcagetg 120
ccaggaaccg caccaaagct getgatctat ggaaactcaa ataggectag cggggtgcca 180
gaccggttta gcggatctaa aagtgggact tcagcettecc tggeaattte tggactgecag 240
agtgaggacg aagctgatta ctattgccag tcctacgata gttcactgag cggttecegtg 300
ttcggeggag ggatcaaget gacagtectg ggecagecca aggtgagttc tagaggatce 360
atctgggata agcatgctgt tttctgtctg tcectaacat geectgtgat tatccgcaaa 420
Caacacaccc aagggcagaa ctttgttact taaacaccat cctgtttget tetttcctca 480
ggcegctect teegtgactce tgttteceec ttccagegag gaactgeagg ccaataagge 540
caccctggtg tgectgatta gegacttcta tectggagct gtgacagteg catggaagge 600
cgattctagt ccagtgaaag caggggtcga gaccacaact ccctccaage agagcaacaa 660
caagtacgca gccgagtctg aactgagtct gaccccagaa cagtggaagt cccacaggag 720
ttattcatgc caggtgaccc atgagggctc cacagtggag aagaccgtgg ccectgetga 780
gtgtagc 787

<210> 36

<211> 642

<212> DNA

<213> Artificial Sequence

<220>



<223> Synthetic construct

<400> 36
gacattcaga tgacccagag cccaagcage gtgagegeca gegtegggga cegagtgace 60

atcacatgca gggcecagceca gggtatttct agttggetgg cttggtacca gcagaageca 120
ggcaaagcac ccaagctgct gatctcegec gettcaagec tgeagteegg agtgeectet 180
cgattctctg gtagtggctc aggaacagac tttactctga ccatttcctce tetgecagect 240
gaggatttcg ctacttacta ttgccagcag gcaaaccacc tgecattcac ctttggegga 300
gggacaaaag tggagatcaa gagaaccgtc geggegeeca gtgtctteat ttttcccecct 360
agcgacgaac agctgaagtc tgggacagec agagtgggct gtetgetgaa caacttctac 420
cctagagagg ctaaagtgca gtggaaggtc gataacgcac tgcagtcegg aaattctcag 480
gagagtgtga ctgaacagga ctcaaaagat agcacctatt ccctgagaag cacactgact 540
ctgagcaagg ccgactacga gaagcataaa gtgtatgctt gtgaagtcac ccaccagggg 600
ctgagttcac cagtcacaaa atcattcaac agaggggagt gc 642

<210> 37

<211> 1359

<212> DNA

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 37
caggtccagc tggtgcagag cggagecgaa gtgaagaaac ccggtageag cgtcaaagtg 60

tcatgtaaag cctcaggggg aacattctce agctacgeca tetectgggt gagacagget 120
ccaggacagg gactggagtg gatgggagga atcatcccta tcttcggeac cgecaactac 180
gctcagaagt ttcagggceeg cgtgaccate acagecgaca agageaccte tacagettat 240
atggagctgt cttccctgag aagegaggat acagecgtgt actattgege tegetccece 300
gactacagcc cttactatta ctatggcatg gacgtgtggg geccagggeac cacagtgacc 360

gtgagctctg ctagcacaaa gggeccatec gtgttcccac tggetecate cagecaagtce 420



accagcggag gaacagceegc tetgggcetgt ctggtgaagg actatttece agagecagtg 480
accgtgtcct ggaacagegg cgecctgacc tetggagtge acacatttec cgetgtgetg 540
cagtcttceg gectgtacte tctgaagtcc gtggtgaccg tgectagete ttecctggge 600
acccagacat atatctgcaa cgtgaatcac aagccttcca atacaaaggt ggacaagagg 660
gtggagccaa agagctgtga taagacccat acatgecccc cttgtectge tccagagget 720
gctggaggac caagegtgtt cetgtttcca cccaagecca aggacaccct gatgatctct 780
aggacccctg aggtgacatg cgtggtggtg tccgtgteec acgaggacce agaggtgaag 840
tttaactggt acgtggatgg cgtggaggtg cataatgeta agaccaagec tagggaggag 900
cagtacaaca gcacctatcg ggtggtgtct gtgctgacag tgctgeatca ggattggetg 960
aacggcaagg agtataagtg caaggtgtct aataaggecc tgeeegcetee tatcgagaag 1020
accatctcca aggccaaggg ccagectagg gagecacagg tgtacgtget gectccaage 1080
cgggacgagc tgacaaagaa ccaggtgtct ctgetgtgee tggtgaaggg cttctatcca 1140
tctgatatcg ctgtggagtg ggagtccaat ggeccageceg agaacaatta cctgacctgg 1200
cccectgtge tggacagega tggetcttte tttetgtatt ccaagetgac agtggataag 1260
agccggtgge agcagggceaa cgtgttetec tgttctgtga tgcacgagge actgcacaat 1320
cattacaccc agaaatccct gtcactgage cccggeaag 1359

<210> 38

<211> 1350

<212> DNA

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 38
caggtccagc tggtgcagag cggggcagag gtcaagaaac ccggtagete cgtgaaggtc 60

agctgcaagg cttccggegg aaccttctet agttacgeca tcagetgggt gagacagget 120

cctggecagg gactggaatg gatgggcectg atcattccat cttttgatac cgetggetac 180



gcacagaagt ttcagggacg ggtggcaatt acagtcgatg agtcaaccag cacagectat 240
atggagctgt caagectgeg gtccgaagac actgecgtgt actattgege aagggecgaa 300
cactcctcta ctggaacctt cgattactgg gggcagggta ccctggtgac agtcagttca 360
gccageacta agggacccag cgtgtttcca gaggecccct ctagtaaate cacttctgga 420
ggcaccgctg cactgggctg tetggtgacce gattacttce cagageecgt cacagtgage 480
tggaactccg gggeectgac cageggagtc catacattte ctgetgtget ggagtcaage 540
gggctgtact ccctgtecte tgtggtcace gtgecaagtt caagectggg aactcagacc 600
tatatctgca acgtgaatca caagccttca aatacaaaag ttgacaaacg tgtggaaccc 660
aagagttgtg ataaaaccca tacatgcccc ccttgtecgg cgecagaggce tgecaggagga 720
ccaagcgtgt tectgtttce acccaagect aaagacacac tgatgatttc ccgaacccce 780
gaagtcacat gcgtggtegt gtctgtgagt cacgaggacc ctgaagtcaa gttcaactgg 840
tacgtggatg gcgtcgaggt geataatgec aagactaaac ctagggagga acagtacaac 900
tcaacctatc gegtcgtgag cgtectgaca gtgetgeace aggattgget gaacggcaaa 960
gaatataagt gcaaagtgag caataaggcc ctgeecgctc ctatcgagaa aaccatttec 1020
aaggctaaag ggeagectcg cgaaccacag gtctacgtge tgectecate ccgggacgag 1080
ctgacaaaga accaggtctc tctgetgtge ctggtgaaag gettctatec atcagatatt 1140
gctgtggagt gggaaagcaa tgggeagecc gagaacaatt acctgacttg geecectgtg 1200
ctggactctg atgggagttt ctttctgtat tctaagetga ccgtggataa aagtaggtgg 1260
cagcagggaa atgtctttag ttgttcagtg atgcatgaag ccctgeataa ccactacacc 1320
cagaaaagcc tgtcectgte ccccggaaaa 1350

<210> 39

<211> 1350

<212> DNA

<213> Artificial Sequence

<220>



<223> Synthetic construct

<400> 39
caggtccagc tggtgcagag cggggcagag gtcaagaaac ccggtagete cgtgaaggtc 60

agctgcaagg cttcecggegg aaccttctct agttacgeca tcagetgggt gagacagget 120
cctggecagg gactggaatg gatgggcectg atcattccaa tgttcgacac cgetggetac 180
gcacagaagt ttcagggacg ggtggcaatt acagtcgatg agtcaaccag cacagectat 240
atggagctgt caagectgeg gtccgaagac actgecgtgt actattgege aagggeecgaa 300
cactcctcta ctggaacctt cgattactgg gggcagggta ccctggtgac agtcagttca 360
gccageacta agggacccag cgtgtttcca gaggecccct ctagtaaate cacttctgga 420
ggcaccgctg cactgggctg tetggtgacce gattacttce cagageecgt cacagtgage 480
tggaactccg gggeectgac cageggagtc catacattte ctgetgtget ggagtcaage 540
gggctgtact ccctgtecte tgtggtcace gtgecaagtt caagectggg aactcagacc 600
tatatctgca acgtgaatca caagccttca aatacaaaag ttgacaaacg tgtggaaccc 660
aagagttgtg ataaaaccca tacatgcccc ccttgtecgg cgecagaggce tgecaggagga 720
ccaagcgtgt tectgtttce acccaagect aaagacacac tgatgatttc ccgaacccce 780
gaagtcacat gegtggtegt gtctgtgagt cacgaggacc ctgaagtcaa gttcaactgg 840
tacgtggatg gcgtcgaggt geataatgec aagactaaac ctagggagga acagtacaac 900
tcaacctatc gegtegtgag cgtectgaca gtgetgeacc aggattgget gaacggcaaa 960
gaatataagt gcaaagtgag caataaggcc ctgeecgctc ctatcgagaa aaccatttec 1020
aaggctaaag ggcagectceg cgaaccacag gtctacgtgt atcctccaag ccgggacgag 1080
ctgacaaaga accaggtctc cctgacttgt ctggtgaaag ggttttacce tagtgatatc 1140
gctgtggagt gggaatcaaa tggacageca gagaacaatt ataagactac cccecctgtg 1200
ctggacagtg atgggtcatt cgcactggtc tccaagcetga cagtggacaa atcteggtgg 1260
cagcagggaa atgtcttttc atgtagegtg atgcatgaag cactgcacaa ccattacacc 1320

cagaagtcac tgtcactgtc accaggaaaa 1350



<210> 40
<211> 330
<212> PRT
<213> Homo sapiens

<400> 40
Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys

1 5 10 15

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45

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

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr
65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Lys Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160



Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
210 215 220

GIn Pro Arg Glu Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
225 230 235 240

Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
305 310 315 320

GlIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
325 330

<210> 41
<211> 280
<212> PRT



<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 41
His Thr Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Lys

1 5 10 15

Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle
20 25 30

Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val
35 40 45

Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala
50 55 60

Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro
65 70 75 80

Lys Asp Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val
85 90 95

Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val
100 105 110

Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn
115 120 125

Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn
130 135 140

Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala
145 150 155 160

Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro



165 170 175

Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu Thr
180 185 190

Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser
195 200 205

Asp lle Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr
210 215 220

Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Ala Leu Val
225 230 235 240

Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe
245 250 255

Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys
260 265 270

Ser Leu Ser Leu Ser Pro Gly Lys
275 280

<210> 42

<211> 330

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 42
Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Glu Ala Pro Ser Ser Lys

1 5 10 15

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Thr Asp Tyr
20 25 30



Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45

Gly Val His Thr Phe Pro Ala Val Leu Glu Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr
65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
210 215 220



GIn Pro Arg Glu Pro GIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu
225 230 235 240

Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270

Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Ala
275 280 285

Leu Val Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
305 310 315 320

GlIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
325 330

<210> 43

<211> 330

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 43
Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Glu Ala Pro Ser Ser Lys

1 5 10 15

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Thr Asp Tyr
20 25 30

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



35 40 45

Gly Val His Thr Phe Pro Ala Val Leu Glu Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr
65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
210 215 220

GIn Pro Arg Glu Pro GIn Val Tyr Val Leu Pro Pro Ser Arg Asp Glu



225 230 235 240

Leu Thr Lys Asn GIn Val Ser Leu Leu Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270

Asn Tyr Leu Thr Trp Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
305 310 315 320

GlIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
325 330

<210> 44
<211> 330
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 44
Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys

1 5 10 15

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45



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

Leu Lys Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr
65 70 75 80

Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Ala Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Ser Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
210 215 220

GIn Pro Arg Glu Pro GIn Val Tyr Val Leu Pro Pro Ser Arg Asp Glu
225 230 235 240



Leu Thr Lys Asn GIn Val Ser Leu Leu Cys Leu Val Lys Gly Phe Tyr
245 250 255

Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn
260 265 270

Asn Tyr Leu Thr Trp Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
275 280 285

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn
290 295 300

Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
305 310 315 320

GlIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
325 330

<210> 45
<211> 105
<212> PRT
<213> Homo sapiens

<400> 45
GlIn Pro Lys Ala Asn Pro Thr Val Thr Leu Phe Pro Pro Ser Ser Glu

1 5 10 15

Glu Leu GIn Ala Asn Lys Ala Thr Leu Val Cys Leu lle Ser Asp Phe
20 25 30

Tyr Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Gly Ser Pro Val
35 40 45

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



Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu GIn Trp Lys Ser
65 70 75 80

His Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly Ser Thr Val Glu
85 90 95

Lys Thr Val Ala Pro Thr Glu Cys Ser
100 105

<210> 46
<211> 105
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 46
GlIn Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu

1 5 10 15

Glu Leu GIn Ala Asn Lys Ala Thr Leu Val Cys Leu lle Ser Asp Phe
20 25 30

Tyr Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val
35 40 45

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

Tyr Ala Ala Glu Ser Glu Leu Ser Leu Thr Pro Glu GIn Trp Lys Ser
65 70 75 80

His Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly Ser Thr Val Glu
85 90 95

Lys Thr Val Ala Pro Ala Glu Cys Ser
100 105



<210> 47
<211> 107
<212> PRT
<213> Homo sapiens

<400> 47

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
1 5 10 15

GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
20 25 30

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn
35 40 45

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
50 55 60

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
65 70 75 80

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser
85 90 95

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
100 105

<210> 48

<211> 107

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 48

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu



GIn Leu Lys Ser Gly Thr Ala Arg Val Gly Cys Leu Leu Asn Asn Phe
20 25 30

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn
35 40 45

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
50 55 60

Thr Tyr Ser Leu Arg Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
65 70 75 80

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser
85 90 95

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
100 105

<210> 49

<211> 453

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 49
GlIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10 15

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

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



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

GIn Gly Arg Val Thr lle Thr Ala 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

Ala Arg Ser Pro Asp Tyr Ser Pro Tyr Tyr Tyr Tyr Gly Met Asp Val
100 105 110

Trp Gly GIn Gly Thr Thr Val Thr Val Ser Ser Ala Ser Thr Lys Gly
115 120 125

Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly
130 135 140

Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val
145 150 155 160

Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe
165 170 175

Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Lys Ser Val Val
180 185 190

Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys Asn Val
195 200 205

Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys
210 215 220

Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Ala
225 230 235 240



Ala Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr
245 250 255

Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Ser Val
260 265 270

Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val
275 280 285

Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser
290 295 300

Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu
305 310 315 320

Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala
325 330 335

Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro
340 345 350

GlIn Val Tyr Val Tyr Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn
355 360 365

Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala
370 375 380

Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr
385 390 395 400

Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Ala Leu Val Ser Lys Leu
405 410 415

Thr Val Asp Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser
420 425 430



Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser
435 440 445

Leu Ser Pro Gly Lys
450

<210> 50

<211> 648

<212> DNA

<213> Artificial Sequence

<220>
<223> Synthetic construct

<400> 50
cagtctgtgc tgactcagcc accttecegcec tectggaaccc caggacagag ggtcacaatc 60

agttgctcag ggagctecte taacattgga agcaacactg tgaattggta ccagcagetg 120
cctgggaccg ctccaaagct getgatctat ggcaactcca atcgaccate tggagtgeet 180
gaccggttca gecggcetccaa atctggeacc agtgettcac tggecaattag tggectgcag 240
tccgaggacg aagccgatta ctattgeccag agctacgata gttcactgag cggeteegtg 300
ttcggcggge gaatcaagcet gacagtectg ggacagccaa aageggegec cagegtgact 360
ctgtttccac ccagctccga ggaactgecag geccaataagg ctaccctggt ctgtetgatt 420
tcecgacttct accecggggce tgtgacagtc gecatggaagg ccgattctag tectgtgaaa 480
gcaggagtcg agaccacaac tccatcaaag cagagcaaca acaagtacgc agccgagage 540
gagctgtctc tgacacctga acagtggaaa agccaccggt cttatagttg tcaggtgact 600
cacgagggct caacagtgga aaagacagtc gcacccgcag aatgctca 648
<210> 51

<211> 1359

<212> DNA

<213> Artificial Sequence

<220>
<223> Synthetic construct



<400> 51
caggtccagc tggtgcagag cggagecgaa gtgaagaaac caggcagctc cgtcaaggtg 60

tcatgcaaag ccageggcegg gactttctct agttacgceta tectectgggt gagacaggea 120
ccaggacagg gactggagtg gatgggagga atcattccta tcttcgggac agctaactac 180
gcacagaagt ttcagggaag ggtgactatt accgccgaca aatctacaag tactgettat 240
atggagctgt caagcctgag gagcgaagat accgcagtgt actattgege ccgetcccee 300
gactactctc cttactatta ctatggcatg gacgtgtggg ggcagggaac cacagtcaca 360
gtgtcctctg ccagcactaa ggggecttca gtgtttccac tggecacccag ttcaaaatca 420
acaagcggag gaactgecge tectgggatgt ctggtgaagg actatttccc agagecagtc 480
accgtgagct ggaactccgg cgcactgact tccggagtec acacctttce agecgtgetg 540
cagagctccg gactgtactc tctgaagagt gtggtcacag tgecttcaag cteectggge 600
acccagacat atatctgcaa cgtgaatcac aagcctagta atactaaggt tgacaaacgt 660
gtggaaccaa agagctgtga taaaactcat acctgecccc cttgtcecgge geccagaggea 720
gcaggaggac caagcgtgtt cctgtttcca cccaagecca aagacaccct gatgattage 780
cgaacccctg aagtcacatg cgtggtegtg teccgtgtctc acgaggacce agaagtcaag 840
ttcaactggt acgtggatgg cgtcgaggtg cataatgcca agacaaaacc ccgggaggaa 900
cagtacaaca gcacctatag agtcgtgtcc gtcctgacag tgetgecacca ggattggetg 960
aacggcaagg aatataagtg caaagtgtcc aataaggecec tgeecgctcec tatcgagaaa 1020
accatttcta aggcaaaagg ccagectcge gaaccacagg tctacgtgta tectccaage 1080
cgggacgagc tgacaaagaa ccaggtctcce ctgacttgtc tggtgaaagg gttttaccct 1140
agtgatatcg ctgtggagtg ggaatcaaat ggacagccag agaacaatta taagactacc 1200
cccectgtge tggacagtga tgggtcattc gecactggtct ccaagetgac agtggacaaa 1260
tctcggtgge agcagggaaa tgtettttca tgtagegtga tgcatgaage actgcacaac 1320

cattacaccc agaagtcact gtcactgtca ccaggaaaa 1359






