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66
BiSSAP 1.2

1

3342

DNA

Homo sapiens

source

1..3342
/mol1_type="unassigned DNA"
/organism="Homo sapiens"

CcDS
1..3342
/transi_table=1

1

atg ccc cgg ccg gag ctg ccc ctg
Met Pro Arg Pro Glu Leu Pro Leu

5

gac ttc gac g?c aag gtc tac tac
Gly

Asp Phe Asp

Lys val Tyr Tyr
20

agc tgg atc gac ccg cgg gac agg
Ser Trp Ile Asp Pro Arg Asp Arg

35 40

gac tgc att agt gat gag ttg ccg
Asp Cys Ile Ser Asp Glu Leu Pro

50

55

cca cag gtt g?a gat tac ttc ata
Gly

Pro Gln val

65

Asp Tyr Phe Ile
70

att gag gat cct cga gta caa tgg
Ile Glu Asp Pro Arg val Gln Trp

85

aag gat tac ctg gtg gtg gcc cag
Lys Asp Tyr Leu Vval val Ala Gln

100

atc tac cag gtg aag cag cag cgc
Ile Tyr Gln val Lys GIn GIn Arg

115 120

cag caa ctg cat gcc gtc tgg gag
GIn GIn Leu His Ala val Trp Glu
130 135

ccg
Pro

ata
Ile
25

tac
Tyr

cta
Leu

gac
Asp

cgg
Arg

gag
Glu
105

ctg
Leu

cat
H1s

gag
Glu
10

gac
Asp

acc
Thr

gga
Gly

cac
H1s

cgg
Arg
90

gct
Ala

gag
Glu

aag
Lys
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oty

cac
Hi1s

aaa
Lys

tgg
Trp

aac
Asn
75

gag
Glu

ctg
Leu

ctt
Leu

ctg g

Leu

tgg
Trp

acg
Thr

ccg
Pro

gaa
Glu
60

acc
Thr

cag
GIn

agt
Ser

gca
Ala

Gly
140

gag
Glu

aac
Asn

ctc
Leu
45

gag
Glu

dada
Lys

gaa
Glu

gca
Ala

cag
Gln
125

tcc
Ser

gag
Glu

cgc
Arg
30

acc
Thr

gca
Ala

acc
Thr

C@t
H1s

caa
Gln
110

cag
Gln

cag
Gln

gcg
Ala
15

acc
Thr

ttt
Phe

tat
Tyr

act
Thr

atg
Met
95

aag
Lys

Glu

gtc
val

cgc
Arg

acc
Thr

gct
Ala

gac
Asp

cag
GIn
80

ctg
Leu

gag
Glu

tac
TYyr

agc
ser

48

96

144

192

240

288

336

384

432
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ttg gtc tct g?t tca tca tcc agc tcc aag tat gac cct gag atc ctg 480
Leu val Ser Gly Ser Ser Ser Ser Ser Lys Tyr Asp Pro Glu Ile Leu
145 150 155 160

aaa gct gaa att gcc act gca aaa tcc cgg gtc aac aag ctg aag aga 528
Lys Ala Glu Ile éég Thr Ala Lys Ser A;g val Asn Lys Leu Lys Arg
1 175

gag atg gtt cac ctc cag cac gag ctg cag ttc aaa gag cgt g?c ttt 576
Glu Met val H13 Leu Gln His Glu Lgu GIn Phe Lys Glu Arg Gly Phe
18 185 190

cag acc ctg aag aaa atc gat aag aaa atg tct gat gct cag g?c agc 624
GIn Thr Leu Lys Lys Ile Asp Lys Lys Met Ser Asp g&a GIn Gly Ser
195 200 5

tac aaa ctg gat gaa gct cag gct gtc ttg aga gaa aca aaa gcc atc 672
Tyr Lys Leu Asp Glu Ala 812 Ala val Leu Arg ggg Thr Lys Ala Ile
210

aaa aag gct att acc tgt g?g gaa aag gaa aag caa gat ctc att aag 720
Lys Lys Ala Ile Thr Cys Gly Glu Lys Glu Lys Gln Asp Leu Ile Lys
225 230 235 240

agc ctt gcc atg ttg aag gac g?c ttc cgc act gac agg g?g tct cac 768
Ser Leu Ala Met Eeu Lys Asp Gly Phe %rg Thr Asp Arg Gly ger His
45 5 55

tca gac ctg tgg tcc agc agc agc tct ctg gag agt tcg agt ttc ccg 816
Ser Asp Leu ggg Ser Ser Ser Ser ggg Leu Glu Ser Ser 3;5 Phe Pro

cta ccg aaa cag tac ctg gat gtg agc tcc cag aca gac atc tcg g?a 864
Leu Pro Lys GIn Tyr Leu Asp Val Ser Ser GIn Thr Asp Ile Ser Gly
275 280 285

agc ttc ggc atc aac agc aac aat cag ttg gca gag aag gtc aga ttg 912
Ser Phe Gly Ile Asn Ser Sgn Asn GIn Leu Ala §13 Lys val Arg Leu
290 5 0

cgc ctt cga tat gaa gag gct aag aga agg atc gcc aac ctg aag atc 960
Arg Leu Arg Tyr Glu Glu Ala Lys Arg Arg Ile Ala Asn Leu Lys Ile
305 310 315 320

cag ctg gcc aag ctt gac agt gag gcc tgg cct g?g gtg ctg gac tca 1008
GIn Leu Ala Lys Leu Asp Ser Glu Ala Trp Pro Gly val Leu égp ser
325 330 5

gag agg gac cgg ctg atc ctt atc aac gag aag gag gag ctg ctg aag 1056
Glu Arg Asp Arg Leu Ile Leu Ile gsn Glu Lys Glu Glu ;gg Leu LysS
340 45

gag atg cgc ttc atc agc ccc cgc aag tgg acc cag g?g gag gtg gag 1104
Glu Met ggg Phe Ile Ser Pro Agg Lys Trp Thr Gln gﬁg Glu val Glu
5 3

cag ctg gag atg gcc cgg aag cgg ctg gaa aag gac ctg cag gca gcc 1152
GIn Leu Glu Met Ala Arg Lys Arg Leu Glu Lys ggg Leu Gln Ala Ala
370 375

€gg gac acc cag agc aag gcg ctg acg gag agg tta aag tta aac agt 1200
Arg Asp Thr Gln Ser Lys Ala Leu Thr Glu Arg Leu Lys Leu Asn Ser
385 390 395 400

aag agg aac cag ctt gtg aga gaa ctg gag gaa gcc acc cgg cag gt 1248

Lys Arg Asn Gln Leu val Arg Glu Leu Glu Glu Ala Thr Arg Gln va
405 410 415
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gca act ctg cac tcc cag ctg aaa agt ctc tca agc agc atg cag tcc 1296
Ala Thr Leu H}S Ser GIn Leu Lys Ser Leu Ser Ser Ser Met GIn Ser
4 425 430

ctg tcc tca g?c agc agc ccc g?a tcc ctc acg tcc agc cgg g?c tcc 1344
Leu Ser sgr Gly Ser Ser Pro Gly Ser Leu Thr Ser Ser Arg Gly Ser
435 440 445

ctg gtt gca tcc agc ctg gac tcc tcc act tca gcc agce ttc act gac 1392
Leu v?é Ala Ser Ser Leu Asp Ser Ser Thr Ser Agg Ser Phe Thr Asp
4 455 4

ctc tac tat gac ccc ttt gag cag ctg gac tca gag ctg cag agc aag 1440
Leu Tyr Tyr Asp Pro Phe Glu GIn Leu Asp Ser Glu Leu GIn Ser Lys
465 470 475 480

gtg gag ttc ctg ctc ctg gag g?g gcc acc g?c ttc cgg ccc tca g?c 1488
val Glu Phe Leu kgg Leu Glu Gly Ala TSB Gly Phe Arg Pro Ssg Gly
4 4

tgc atc acc acc atc cac gag gat gag gtg gcc aag acc cag aag gca 1536
Cys Ile Thr ggg Ile His Glu Asp gég val Ala Lys Thr g]g Lys Ala
1

gag g?a g?t
Glu Gly Gly Gly Arg Leu GIn Ala Leu Arg Ser Leu Ser
515 520 525

ggc cgc ctg cag gct ctg cgt tcc ctg tct g?c acc cca 1584
Gly Thr Pro

aag tcc atg acc tcc cta tcc cca cgt tcc tct ctc tcc tcc ccc tcc 1632
Lys Ser Met Thr Ser Leu Ser Pro Arg Ser Ser Leu Ser Ser Pro Ser
530 535 540

cca ccc tgt tcc cct ctc atg gct gac ccc ctc ctg gcet g?t gat gcc 1680
Pro Pro Cys Ser Pro Leu Met Ala Asp Pro Leu Leu Ala Gly Asp Ala
545 550 555 560

ttc ctc aac tcc ttg gag ttt gaa gac ccg gag ctg agt gcc act ctt 1728
Phe Leu Asn Ser Leu Glu Phe Glu Asp Pro Glu Leu Ser Ala Thr Leu
565 570 575

tgt gaa ctg agc ctt g?t aac agc gCc cag gaa aga tac cgg ctg gag 1776
Cys Glu Leu Ser Leu Gly Asn Ser Ala GIn Glu Arg Tyr Agg Leu Glu
580 585 590

gaa cca g?a acg gag g?c aag cag ctg g?c caa gct gtg aat acg gcc 1824
Glu Pro Gly Thr Glu Gly Lys Gln Leu Gly GIn Ala val Asn Thr Ala
595 600 605

cag g?g tgt g?c ctg aaa gtg gcc tgt gtc tca gcc gcc gta tcg gac 1872
Gln 216 Cys Gly Leu Lys val Ala Cys val Ser glg Ala val Ser Asp
615

gag tca gtg gct g?a gac agt g?t gtg tac gag gct tcc gtg cag aga 1920
Glu ser val Ala Gly Asp ser Gly val Tyr Glu Ala ser val GIn Arg
625 630 635 640

ctg ggt gct tca gaa gct gct gca ttt gac agt gac gaa tcg gaa gca 1968
Leu Gly Ala Ser g1u Ala Ala Ala Phe ggg Ser Asp Glu Ser g;g Ala
45

gt g?t gcg acc cga att cag att gcc ctg aag tat gat gag aag aat 2016
val Gly Ala Thr Arg Ile Gln Ile Ala Leu Lys Tyr Asp g}g Lys Asn
660 665

aag caa ttt gca ata tta atc atc cag ctg agt aac ctt tct gct ctg 2064

Lys GIn Phe Ala Ile Leu ITe Ile GIn Leu Ser Asn Leu Ser Ala Leu
675 680 685
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ttg cag caa caa gac cag aaa gtg aat atc cgc gtg gct gtc ctt cct 2112
Leu GIn GIn GIn Asp GIn ggs val Asn Ile Arg val Ala val Leu Pro
690 5 700

tgc tct gaa agc aca acc tgc ctg ttc cgg acc cgg cct ctg gac gcc 2160
Cys Ser Glu Ser Thr Thr Cys Leu Phe Arg Thr Arg Pro Leu Asp Ala
705 710 715 720

tca gac act cta gtg ttc aat gag gtg ttc tgg gta tcc atg tcc tat 2208
Ser Asp Thr Leu val Phe Asn Glu val Phe Trp val Ser Met Ser Tyr
725 730 735

cca gcc ctt cac cag aag acc tta aga gtc gat gtc tgt acc acc gac 2256
Pro Ala Leu His GIn Lys Thr Leu Arg val Asp val Cys Thr Thr Asp
740 745 750

agg agc cat ctg gaa gag tgc ctg g?a g?c gcc cag atc agc ctg gcg 2304
Arg ser g;g Leu Glu Glu Cys %gg Gly Gly Ala GIn ;ég Ser Leu Ala

gag gtc tgc cgg tct g?g gag agg tcg act cgc tgg tac aac ctt ctc 2352
Glu val Cys Arg Ser Gly Glu Arg Ser Thr Arg ;gg Tyr Asn Leu Leu
770 775

agc tac aaa tac ttg aag aaa cag agc agg gag ctc aag cca gt g?a 2400
ser Tyr Lys Tyr Leu Lys Lys GIn Ser Arg Glu Leu Lys Pro val Gly
785 790 795 800

gtc atg gcc cct gcc tca g?g CCt gCcc agc acg gac gct gtg tct gct 2448
val Met Ala Pro Ala Ser Gly Pro Ala Ser Thr Asp Ala val Ser Ala
805 810 815

ctg ttg gaa cag aca gca gtg gag ctg gag aag agg cag gag g?c agg 2496
Leu Leu Glu g;a Thr Ala val Glu ggu Glu Lys Arg GlIn g;s Gly Arg
5

agc agc aca cag aca ctg gaa gac agc tgg agg tat gag gag acc agt 2544
ser Ser ggg Gln Thr Leu Glu 358 Ser Trp Arg Tyr glg Glu Thr ser
4

gag aat gag gca gta gcc gag gaa gag gag gag gag gtg gag gag gag 2592
Glu Asn Glu Ala val Ala Glu Glu Glu Glu Glu Glu val Glu Glu Glu

850 855 860
gag g?a gaa gag gat gtt ttc acc gag aaa gcCcC tca cct gat atg gat 2640
Glu Gly Glu Glu Asp val Phe Thr Glu Lys Ala Ser Pro Asp Met Asp
865 870 875 880
g?g tac cca gca tta aag gtg gac aaa gag acc aac acg gag acc ccg 2688
Gly Tyr Pro Ala ggg Lys val Asp Lys g]g Thr Asn Thr Glu Thr Pro
9 895

gcc cca tcc ccc aca gtg gtg cga cct aag gac cgg aga gt g?c acc 2736
Ala Pro Ser 858 Thr val val Arg Pro Lys Asp Arg Arg val Gly Thr
905 910

ccg tcc cag g?g cca ttt ctt cga g?g agc acc atc atc cgc tct aag 2784
Pro Ser g1n Gly Pro Phe Leu 358 Gly ser Thr Ile ége Arg ser Lys
15 5

acc ttc tcc cca g?a ccc cag agc cag tac gtg tgc cgg ctg aat cgg 2832
Thr gge ser Pro Gly Pro S;n Ser Gln Tyr val Cys Arg Leu Asn Arg
0 5 940

agt gat agt gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga 2880

Ser Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg
945 950 955 960
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aac
Asn

tcc
ser

ctg
Leu

gag cga
Glu Ar
965
tcc
ser

aag
Lys

tcg
ser

ctg
Leu

cgc
Arg
980

cag
Gln

tta
Leu

gac
Asp

ctg
Leu
995

gcg
Ala

atc
Ile

tcg
Ser
1010

oty

cgc ctg
Arg Leu

gt
va

ctg
Leu

aag
Lys

cac
His
1025

9ag

aag
Glu

Lys

gag
Glu

ctg
Leu

ctg
Leu

agg
Arg
1045

ctt
Leu

cac

ac aag
His

Lys

gag
Glu
1060

&

cac agg ctc
His Arg Leu
1075

gat
Asp

gt
va

tct
Ser
1090

cag

ttc agg gag
Gln

Phe Arg Glu

atc
Ile
1105

<210> 2

<211> 1113

<212> PRT

<213> Homo sapiens

cca gct ctc tct
Pro Ala Leu Ser

<400> 2

qet Pro Arg Pro §1u

Asp Phe Asp Gly Lys
20

Ile Asp

35

Ile

ser Trp Pro

Asp Cys ser
50

Gln

Asp

Pro val
65

Ile

Gly Asp

Glu Asp Pro Arg

85

Lys Asp Tyr Leu val
100

Gln val
115

Leu

Ile Tyr Lys
Gln
130

val

Gln His Ala

Leu ser ser
145

Lys

Gly

Ala Glu Ile Ala

g Arg

BL67883PC-

cgc agc gtc

ser val

cgt
Arg

ctg
Leu

gag
Glu

acc
Thr
1000

aca
Thr

aga
Arg

ctc aag
Leu Lys
1015

gag
Glu

ctg
Leu
1030

cca cag
Pro Gln

atg
Met

ctg
Leu

gag
Glu

aca
Thr

aty

atg
Met
1095

cag
Gln

gac
Asp

cag
Gln
1080

cga
Arg

aag
LysS

gca
Ala

gca
Ala
1110

gat gac
Asp Asp

Leu Pro Leu

val Tyr Tyr

Arg Asp Arg

40

Glu Leu Pro

55

Tyr Phe Ile

val GIn Trp

val Ala Gln

Gln GIn Arg

120

val Trp Glu

135
ser

ser Ser

150
Thr

Ala Lys

cgg
Arg

atc
Ile
985

tgg
Trp

gag
Glu

tgg
Trp

aag
Lys

aag

sequence listing.TXT

atg
Met
970

cgt
Arg

cac
His

cag
Gln

ttg
Leu

<gg
Arg

aag
Lys

acc
Thr

agc
ser

ctg
Leu

cgt
Arg

1035

cag atg gac
GIn Met Asp

1050

atg

atg

Lys Met Met
1065

agc
ser

ttt
Phe

gtc
val

Pro
Ile
25

Tyr
Leu
Asp
Arg
Glu
105
Leu
His
Ser

ser

tgt
cys

ttc
Phe

taa

Glu
10

Asp
Thr
Gly
His
Arg
90

Ala
Glu
Lys
Lys

Arg

Seite 5

aag
Lys

acc
Thr

Gly
His
Lys
Trp
Asn
75

Glu
Leu
Leu
Leu
Tyr

155
val

cgg
Arg

tcg
ser

caa
Gln

gaa
Glu

tcc
Ser

cct
Pro

tcg
Ser
975

ctg
Leu

ctg
Leu

gac
Asp
990

acc

ctg
Thr

Leu
1005

cag
Gln

caa
Gln

aag
Lys

gcc
Ala

1020

gag
Glu

agg
Arg

gaa
Glu

cgg
Arg

1100

Trp
Thr
Pro
Glu
Thr
Gln
Ser
Ala
Gly
140
Asp

Asn

cgt
Arg

gac
Asp

gag
Glu

cga
Arg

gcg
Ala
1055

gct
Ala
1070

gca

gcc
Ala

Ala

ccc
Pro
1085

cca gaa
Pro Glu

cct cgg atg
Pro Arg Met

Glu Glu Ala

Asn Arg Thr

Leu Thr Phe

45
Glu

Ala Tyr

Lys Thr Thr
Met
95

Lys

Glu His
Gln
110
Gln

Ala

Gln Glu

125

Ser Gln val

Pro Glu Ile

Lys Leu Lys

gtc
val

gag
Glu

gag
Glu

agc
ser

ttc
Phe
1040

gag
Glu

aag
Lys

gtt
val

aat
Asn

Arg
Thr
Ala
Asp
Gln
80

Leu
Glu
Tyr
ser
Leu

160
Arg

2928

2976

3024

3072

3120

3168

3216

3264

3312

3342
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. 165 170 175
Glu Met val His Leu GIn His Glu Leu GIn Phe Lys Glu Arg Gly Phe
180 185 190
Gln Thr Leu Lys Lys Ile Asp Lys Lys Met Ser Asp Ala GIn Gly Ser
195 200 205
Tyr Lys Leu Asp Glu Ala Gln Ala val Leu Arg Glu Thr Lys Ala Ile
210 215 220
Lys Lys Ala Ile Thr Cys Gly Glu Lys Glu Lys GIn Asp Leu Ile Lys
225 230 235 240
ser Leu Ala Met Leu Lys Asp Gly Phe Arg Thr Asp Arg Gly Ser His
245 250 255
Ser Asp Leu Trp Ser Ser Ser Ser Ser Leu Glu Ser Ser Ser Phe Pro
260 265 270
Leu Pro Lys GIn Tyr Leu Asp val Ser Ser GIn Thr Asp Ile Ser Gly
275 280 285
ser Phe Gly Ile Asn Ser Asn Asn GIn Leu Ala Glu Lys val Arg Leu
290 295 300
Arg Leu Arg Tyr Glu Glu Ala Lys Arg Arg Ile Ala Asn Leu Lys Ile
305 310 315 320
GIn Leu Ala Lys Leu Asp Ser Glu Ala Trp Pro Gly val Leu Asp Ser
325 330 335
Glu Arg Asp Arg Leu Ile Leu Ile Asn Glu Lys Glu Glu Leu Leu Lys
340 345 350
Glu Met Arg Phe Ile Ser Pro Arg Lys Trp Thr GIn Gly Glu val Glu
355 360 365
GIn Leu Glu Met Ala Arg Lys Arg Leu Glu Lys Asp Leu GIn Ala Ala
370 375 380
Arg Asp Thr GIn Ser Lys Ala Leu Thr Glu Arg Leu Lys Leu Asn Ser
385 390 395 400
Lys Arg Asn GIn Leu val Arg Glu Leu Glu Glu Ala Thr Arg Gln val
405 410 415
Ala Thr Leu His Ser GIn Leu Lys Ser Leu Ser Ser Ser Met GIn Ser
420 425 430
Leu Ser Ser Gly Ser Ser Pro Gly Ser Leu Thr Ser Ser Arg Gly Ser
435 440 445
Leu val Ala Ser Ser Leu Asp Ser Ser Thr Ser Ala Ser Phe Thr Asp
450 455 460
Leu Tyr Tyr Asp Pro Phe Glu Gln Leu Asp Ser Glu Leu GIn Ser Lys
465 470 475 480
val Glu Phe Leu Leu Leu Glu Gly Ala Thr Gly pPhe Arg Pro Ser Gly
485 490 495
Cys Ile Thr Thr Ile His Glu Asp Glu val Ala Lys Thr Gln Lys Ala
500 505 510
Glu Gly Gly Gly Arg Leu Gln Ala Leu Arg Ser Leu Ser Gly Thr Pro
515 520 525
Lys Ser Met Thr Ser Leu Ser Pro Arg Ser Ser Leu Ser Ser Pro Ser
530 ' 535 540
Pro Pro Cys Ser Pro Leu Met Ala Asp Pro Leu Leu Ala Gly Asp Ala
545 550 555 560
Phe Leu Asn Ser Leu Glu Phe Glu Asp Pro Glu Leu Ser Ala Thr Leu
565 570 575
Cys Glu Leu Ser Leu Gly Asn Ser Ala GIn Glu Arg Tyr Arg Leu Glu
580 585 590
Glu Pro Gly Thr Glu Gly Lys GIn Leu Gly GIn Ala val Asn Thr Ala
595 600 605
Gln Gly Cys Gly Leu Lys val Ala Cys val Ser Ala Ala val Ser Asp
610 615 620
Glu Ser val Ala Gly Asp Ser Gly val Tyr Glu Ala Ser val GIn Arg
625 630 635 640
Leu Gly Ala ser Glu Ala Ala Ala Phe Asp Ser Asp Glu Ser Glu Ala
645 650 655
val Gly Ala Thr Arg Ile GIn Ile Ala Leu Lys Tyr Asp Glu Lys Asn
660 665 670
Lys GIn Phe Ala Ile Leu Ile Ile GIn Leu Ser Asn Leu Ser Ala Leu
675 680 685
Leu GIn GIn Gln Asp Gln Lys val Asn Ile Arg val Ala val Leu Pro
690 695 700
Cys Ser Glu Ser Thr Thr Cys Leu Phe Arg Thr Arg Pro Leu Asp Ala
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705
ser

Pro
Arg
Glu
ser
785
val
Leu
Ser
Glu
Glu
865
Gly
Ala
Pro
Thr
ser
945
Asn
Lys
Leu
Ile
His
1025
Arg
His
Asp

Gln

Asp Thr
Ala Leu

Ser His
755

val Cys

770

Tyr Lys

Met Ala
Leu Glu
ser Thr
835
Asn Glu
850
Gly Glu
Tyr Pro
Pro Ser
ser GIn
915
Phe Ser
930
Asp Ser
ser Leu
Ser Leu
ASp Leu
995
Ser val
1010
Gly Glu
Leu Leu
Lys Gly

val His

1075

Leu
His
740
Leu
Arg
Tyr
Pro
Gln
820
Gln
Ala
Glu
Ala
Pro
900
Gly
Pro
Asp
Glu
Arg
980
Gln
Leu
Lys

Leu

val
725
Gln
Glu
ser
Leu
Ala
805
Thr
Thr
val
Asp
Leu
885
Thr
Pro
Gly
Ser
Arg
965
ser
Ala
Lys
Glu

Arg
1045

710
Phe

Lys
Glu
Gly
Lys
790
Ser
Ala
Leu
Ala
val
870
Lys
val
Phe
Pro
Ser
950
Arg
Glu
Thr
Glu

Leu

BL67883PC-

Asn
Thr
Cys
Glu
775
Lys
Gly
val
Glu
Glu
855
Phe
val
val
Leu
GIn
935
Thr
Ser
Arg
Arg

Leu

1015

Pro

1030

Met

Glu Leu GIn
1060
Arg Leu Arg

Ser Phe Arg Glu Lys

1090

Ile Pro Ala Leu Ser Ala
1110

1105

<210> 3
<211> 39

<212
<213

> DNA

Leu
Thr
Gly

Met Ala Phe Phe Thr A
1095 1

Asp

> Artificial Sequence

<220>

<221>

<222

<223> /mo1_ty

<220

> 1..39

source

Glu val

Leu Arg
745

Leu Gly

760

Arg ser

Gln Ser
Pro Ala
Glu Leu
825
Asp Ser
840
Glu Glu
Thr Glu
ASp Lys
Arg Pro
905
Arg Gly
920
ser Gln
Leu Ser
val Arg
Leu Ile
985
Thr Trp
1000
Lys Glu
GIn Trp
Glu Lys

Asp Lys

sequence listing.TXT

Phe
730
val
Gly
Thr
Arg
Ser
810
Glu
Trp
Glu
Lys
Glu
890
Lys
ser
Tyr
Lys
Met
970
Arg
His
Gln
Leu

Arg
1050

715
Trp

Asp
Ala
Arg
Glu
795
Thr
Lys
Arg
Glu
Ala
875
Thr
Asp
Thr
val
LyS
955
Lys
Thr
Ser
Leu

Arg
1035

val
val
GIn
Trp
780
Leu
Asp
Arg
Tyr
Glu
860
Ser
Asn
Arg
Ile
Cys
940
Pro
Arg
Ser
Gln
Glu

1020
Glu

Ser Met

Cys Thr
750

Ile Ser

765

Tyr Asn

Lys Pro
Ala val

Gln Glu
830

Glu Glu

845

val Glu

Pro Asp
Thr Glu

Arg val
910

Ile Arg

925

Arg Leu

Pro Phe
Pro Ser
Leu Asp
990
Leu Thr
1005
GIn Ala

Asp Glu

Gln Met Asp Arg

Met Met Arg Ala Ala

1065

Gln Ser Cys Lys Glu Pro

1080

Asp val

pe="unassigned DNA"

Ser
735
Thr
Leu
Leu
val
ser
815
Gly
Thr
Glu
Met
Thr
895
Gly
ser
AsSn
val
Ser
975
Leu
Gln
LysS
Arg

Ala

1055

Ala

1070

1085

/note="nucleic acid encoding artificial peptide”
/organism="Artificial Sequence"

>

<221> CDS

<222

> 1..39

<223> /trans]i_table=1

Seite 7

720
Tyr

Asp
Ala
Leu
Gly
800
Ala
Arg
ser
Glu
Asp
880
Pro
Thr
Lys
Arg
Arg
960
val
Glu
Glu
Ser
Phe
1040
Glu

Lys

Pro Glu val

rg Pro Arg Met Asn
100



<400>

BL67883PC- sequence listing.TXT
3

ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg 39
Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met
1 5 10

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>

4
13

PRT

Artificial Sequence

[cpS]:1..39 from SEQ ID NO 3

Synthetic Construct
4

Phe val Arg Asn Ser Leu Glu Arg Arg Sgr val Arg Met
1 S5 1

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

5

45

DNA

Artificial Sequence

source
1..45

/mo1_type="unassigned DNA"

/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

CcDS
1..45
/transi_table=1

5

cca cct ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg 45

1

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>
1

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

Pro Pro Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met
5 10

15
6
15

PRT
Artificial Sequence

[cDs]:1..45 from SEQ ID NO 5

synthetic Construct
6

Pro Pro Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg ggt
5 10

7

69

DNA

Artificial Sequence

source

1..69

/mol_type="unassigned DNA"

/note="nucleic acid encoding artificial peptide”
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<220>
<221>
<222>
<223>

<400>

o __ BL67883PC- sequence 1listing.TXT
/organism="Artificial Sequence"
CDS
1..69
/trans]_table=1
7

gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac tcc ctg

1

Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Ser Leu
5 10 15

gag cga cgc agc gtc cgg atg
Glu Arg Arg ger val Arg Met
0

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>
1

8

23

PRT

Artificial Sequence

Ssynthetic Construct

[cDs]:1..69 from SEQ ID NO 7
8

Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Ser Leu
5 10

Glu Arg Arg Ser val Arg Met
20

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

9

75

DNA

Artificial Sequence

source

1..75

/mo]_type:"unassigned DNA"

/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

DS
1..75
/transi_table=1

9

gat agt gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac
Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn
1 5 10

tcc ctg gag cga cgc agc gtc cgg atg

Ser Leu Glu Arg Arg Ser val Arg Met
20

<210>
<211>
<212>
<213>

<220>
<223>

<220>

25
10
25

PRT_ o
Artificial Sequence

Ssynthetic Construct
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BL67883PC- sequence listing.TXT
<223> [cDS]:1..75 from SEQ ID NO 9

<400> 10

Asp Ser Asp Ser Ser Thr Leu Ser Lys L%s Pro Pro Phe val ﬁgg Asn
1 5 1

Ser Leu Glu gag Arg Ser val Arg Met

<210> 11

<211> 45

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..45

<223> /mo1_type="unassigned DNA"
/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

<220>

<221> CDS

<222> 1..45

<223> /transl_table=1

<400> 11

ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg aag cgg 45
Phe val Arg Asn Ser Leu Glu Arg Arg SSr val Arg Met Lys ?gg

1 5 1

<210> 12

<211> 15

<212> PRT

<213> Artificial Sequence

<220> ]
<223> synthetic Construct

<220>
<223> [cDS]:1..45 from SEQ ID NO 11

<400> 12
Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met Lys égg
1 5 10

<210> 13

<211> 51

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..51

<223> /mo1_type="unassigned DNA"
/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

<220>

<221> CDS

<222> 1..51

<223> /transl_table=1

<400> 13

cca cct ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg aag 48
Pro Pro Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Tgt Lys

1 5 10

cgg 51
Seite 10




Arg

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

BL67883PC- sequence listing.TXT

14

17

PRT

Artificial Sequence

Synthetic Construct

[cDs]:1..51 from SEQ ID NO 13

<400> 14

1
Arg

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

Pro Pro Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met Lys
10 15

5

15

75

DNA

Artificial Sequence

source
1..75

/mo]_type:"unassigned DNA"

/note="nucleic acid encoding artificial peptide”
/organism="Artificial Sequence"

CcDS
1..75
/trans]_table=1

15

gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac tcc ctg
Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Ser Leu
1 5

10 15

gag cga cgc agc gtc cgg atg aag cgg
Glu Arg Arg ggr val Arg Met Lys égg

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>

16

25

PRT

Artificial Sequence

synthetic Construct

[cDS]:1..75 from SEQ ID NO 15
16

Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Ser Leu
1 5 10 15

Glu Arg Arg Ser val Arg Met Lys Arg
20 25

<210>
<211>
<212>
<213>

17
81
DNA
Artificial Sequence

Seite 11
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<220>
<221> source
<222> 1..81

<223> /mo1_txpe="unassigned DNA"

/note="nucleic acid encoding artificial peptide"”
/organism="Artificial Sequence"
<220>
<221> CDS
<222> 1..81
<223> /transli_table=1
<400> 17
gat agt gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac 48
Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn
1 5 10 15
tcc ctg gag cga cgc agc gtc cgg atg aag cgg 81
Ser Leu Glu Arg Arg Ser Val Arg Met Lys Arg
20 25
<210> 18
<211> 27
<212> PRT
<213> Artificial Sequence
<220>
<223> synthetic Construct
<220>
<223> [cDpS]:1..81 from SEQ ID NO 17
<400> 18
Asp Ser Asp Ser Ser Thr Leu Ser Lys L%S Pro Pro Phe val égg Asn
1 5 1

Ser Leu Glu égg Arg Ser val Arg ggt Lys Arg

<210> 19
<211> 54
<212> DNA
<213> Artificial Sequence

<220>

<221> source

<222> 1..54

<223> /mo1_txpe="unassigned DNA"

/note=""nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

<220>

<221> CDS

<222> 1..54

<223> /transl1_table=1

<400> 19

ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg aag cgg cct 48
Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met Lys Arg Pro
1 5 10 15

tcc tcg 54
Ser Ser

<210> 20

<211> 18

<212> PRT

<213> Artificial Sequence

Seite 12
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<220> .
<223> synthetic Construct

<220>
<223> [cDpS]:1..54 from SEQ ID NO 19

<400> 20
Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met Lys Arg Pro
1 5 10 15

ser Ser

<210> 21

<211> 60

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..60

<223> /mo1_txpe="unassigned DNA"

/note="nucleic acid encoding artificial peptide”
/organism="Artificial Sequence”

<220>

<221> CDS

<222> 1..60

<223> /transl_table=1

<400> 21

cca cct ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg aag 48
Pro Pro Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met Lys
1 5 10 15

€gg cct tcc tcg 60
Arg Pro Ser Ser
20

<210> 22

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> synthetic Construct

<220>
<223> [cDS]:1..60 from SEQ ID NO 21

<400> 22
iro Pro Phe val ?rg Asn Ser Leu Glu ?59 Arg Ser val Arg qgt Lys

Arg Pro Ser Ser
20

<210> 23

<211> 84

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..84

<223> /mo1_type="unassigned DNA"
/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"
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<220>
<221> CDS
<222> 1..84
<223> /transl_table=1

<400> 23

gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac tcc ctg
Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Sgr Leu
1 5 10 1

gag cga cgc agc gtc cgg atg aag cgg cct tcc tcg
Glu Arg Arg ggr val Arg Met Lys %gg Pro Ser Ser

<210> 24

<211> 28

<212> PRT

<213> Artificial Sequence

<220>
<223> synthetic Construct

<220>
<223> [cpS]:1..84 from SEQ ID NO 23

<400> 24
Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Sgr Leu
1 ) 10 1
Glu Arg Arg Ser val Arg Met Lys Arg Pro Ser Ser
20 25

<210> 25

<211> 90

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..90

<223> /mo1_txpe="unassigned DNA"

/note="nucleic acid encoding artificial peptide”
/organism="Artificial Sequence"

<220>

<221> CDS

<222> 1..90

<223> /transl_table=1

<400> 25

gat agt gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac
Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn
1 5 10 15

tcc ctg gag cga cgc agc gtc cgg atg aag cgg cct tcc tcg
Ser Leu Glu ggg Arg Ser val Arg Met Lys Arg Pro Ser ggr
25

<210> 26

<211> 30

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<220>
<223> [cDS]:1..90 from SEQ ID NO 25

Seite 14

48

84

48

90



<400>

26 BL67883PC- sequence listing.TXT

Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn
1 5 10 15

Ser Leu Glu gag Arg Ser val Arg get Lys Arg Pro Ser Ser
5

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

30

27

63

DNA

Artificial Sequence

source

1..63

/mo1_type="unassigned DNA" ) .
/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

CcDS
1..63
/trans]_table=1

27

ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg aag cgg cct
Phe val Arg Asn ?er Leu Glu Arg Arg Sgr val Arg Met Lys ﬁgg Pro
1 1

tcc tcg gtc aag tcg
Ser Ser val Lys Ser
20

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>

28

21

PRT

Artificial Sequence

Synthetic Construct

[cDS]:1..63 from SEQ ID NO 27
28

Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met Lys Agg Pro
1 10 1

5

Ser Ser val Lys Ser
20

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

29
69
DNA
Artificial Sequence

source

1..69

/mo1_type="unassigned DNA"

/note="nucleic acid encoding artificial peptide”
/organism="Artificial Sequence"

CDS
1..69
/transi_table=1

29

cca cct ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg aag
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Pro Pro Phe val Arg Asn Ser Leu Glu Qgg Arg Ser val Arg T?t Lys
1 5

€gg cct tcc tcg gtc aag tcg 69
Arg Pro Ser Ser val Lys Ser
2

<210> 30

<211> 23

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<220>
<223> [cDS]):1..69 from SEQ ID NO 29

<400> 30
Pro Pro Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Mgt Lys
1 5 10 1

Arg Pro Ser Ser val Lys Ser -
20

<210> 31

<211> 93

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..93

<223> /mo1_type="unassigned DNA"

/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"
<220>
<221> CDS
<222> 1..93
<223> /transl_table=1
<400> 31
gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac tcc ctg 48
Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Ser Leu
1 5 10 15
gag cga cgc agc gtc cgg atg aag cgg cct tcc tcg gtc aag tcg 93
Glu Arg Arg Ser val Arg Met Lys Arg Pro Ser Ser val Lys Ser
20 25 30
<210> 32
<211> 31
<212> PRT
<213> Artificial Sequence
<220>
<223> synthetic Construct
<220>
<223> [cDS]:1..93 from SEQ ID NO 31
<400> 32

Asp Ser Ser Thr %eu Ser Lys Lys Pro Pro Phe val Arg Asn igr Leu
1 1
Glu Arg Arg Ser val Arg Met Lys Arg Pro Ser Ser val Lys Ser

20 25 30

<210> 33
Seite 16



<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

9 BL67883PC- sequence listing.TXT
9

DNA

Artificial Sequence

source
1..99

/mo1_type="unassigned DNA"

/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

CDS
1..99
/trans1_table=1

33

gat agt gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac
Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn
1 5

10 15

tcc ctg gag cga cgc agc gtc cgg atg aag cgg cct tcc tcg gtc aag
Ser Leu Glu Arg Arg Ser val Arg Met Lys Arg Pro Ser §8r val Lys
20

tcg
ser

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>

25

34

33

PRT

Artificial Sequence

Synthetic Construct

[cDS]:1..99 from SEQ ID NO 33
34

Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn
1 10 15

5
Ser Leu Glu ggg Arg Ser val Arg get Lys Arg Pro Ser ggr val Lys
5

ser

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

35

84

DNA

Artificial Sequence

source
1..84

/mo1_type="unassigned DNA"

/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

CcDS
1..84
/transT_table=1

35

ttt gtt cga aac tcc ctg gag cga cgc agc gtc cgg atg aag cgg cct
Phe val Arg Asn Ser Leu Glu Arg Arg Ser val Arg Met Lys Arg Pro
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1

5

BL67883PC- %i?uence Tisting.TXT

15

tcc tcg gtc aag tcg ctg cgc tcc gag cgt ctg atc
Ser Ser val Lys Ser Leu Arg Ser g1u Arg Leu Ile
20 5

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>

36

28

PRT
Artificial Sequence

Synthetic Construct

[cDS]:1..84 from SEQ ID NO 35
36

Phe val Arg Asn §er Leu Glu Arg Arg igr val Arg Met Lys Agg Pro
1 1

Ser Ser val Lys Ser Leu Arg Ser Glu Arg Leu Ile
25

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

20

37

90

DNA

Artificial Sequence

source
1..90
/mo]_type:"unassigned DNA"

/note="nucleic acid encoding artificial peptide”
/organism="Artificial Sequence"

cDS
1..90
/trans1_table=1

37

cca cct ttt gtt cga aac tcc ctg gag
Pro Pro Phe val Arg Asn Ser Leu Glu

1

Ccgg cct tcc tcg gtc aag tcg ctg cgc
Arg Pro Ser Ser val Lys Ser Leu Arg
20

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>

Pro Pro Phe val Arg Asn Ser Leu Glu
1 5

Arg Pro Ser Ser val Lys Ser Leu Arg
2

<210>
<211>

5

25

38

30

PRT

Artificial Sequence

Synthetic Construct

[cDS]:1..90 from SEQ ID NO 37

38

39
114

cga cgc agc gtc cgg atg aag
Arg Arg Ser val Arg Met Lys
10 15

tcc gag cgt ctg atc
Ser Glu Arg Leu §8e

Arg Arg Ser val Arg Met Lys
10 15

Ser Glu Arg Leu Ile
30
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<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

BL67883PC- sequence listing.TXT

DNA 3 3 -

Artificial Sequence

source

1..114

/mol_type="unassigned DNA" .
/note="nucleic acid encoding artificial peptide”
/organism="Artificial Sequence"

CcDS

1..114

/transi_table=1

39

gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac tcc ctg
Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Ser Leu
1 10 1

5

gag cga cgc agc gtc cgg atg aag cgg cct tcc tcg gtc aag tcg ctg
Glu Arg Arg Ser val Arg Met Lys Arg Pro Ser Ser val g%s Ser Leu

20 25

cgc tcc gag cgt ctg atc
Arg Ser Glu Arg Leu Ile

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<223>

<400>

35
40
38

PRT .
Artificial Sequence

Synthetic Construct

{cps]:1..114 from SEQ ID NO 39
40

Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn Ser Leu
1 5 10 15

Glu Arg Arg Ser val Arg Met Lys grg Pro Ser Ser val 5%5 Ser Leu
20 S5

Arg Ser Glu Arg Leu Ile
35

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<400>

41
120
DNA
Artificial Sequence

source
1..120

/mo1_type="unassigned DNA"

/note="nucleic acid encoding artificial peptide"
/organism="Artificial Sequence"

CcDS
1..120
/transi_table=1

41

gat agt gac agc tcc act ctg tcc aaa aag cca cct ttt gtt cga aac
Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Agg Asn
1 5 10 1
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tcc ctg gag cga cgc agc gtc cgg atg aag cgg cct tcc tcg gtc aag
Ser Leu Glu Arg Arg Ser val Arg Met Lys Arg Pro Ser Ser val Lys
20 25

tCcg Cctg cgc tcc gag cgt ctg atc
Ser Leu Arg Ser Glu Arg Leu Ile
35 40

<210> 42

<211> 40

<212> PRT

<213> Artificial Sequence

<220>
<223> synthetic Construct

<220>
<223> [cDS]:1..120 from SEQ ID NO 41

<400> 42

30

Asp Ser Asp Ser Ser Thr Leu Ser Lys Lys Pro Pro Phe val Arg Asn
1 5 10

15

Ser Leu Glu Arg Arg Ser val Arg Met Lys Arg Pro Ser Ser Vval Lys
20 25

Ser Leu Arg Ser Glu Arg Leu Ile
35 40

<210> 43

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> cell penetration moiety

<400> 43
Arg Arg Arg Arg Arg Arg Arg
1 5

<210> 44

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> cell penetration moiety

<400> 44
Arg Arg Arg Arg Arg Arg Arg Arg
1 5

<210> 45

<211> 9

<212> PRT

<213> Artificial Sequence

<220> )
<223> cell penetration moiety

<400> 45
Arg Arg Arg Arg Arg Arg Arg Arg Arg
1 5

<210> 46

<211> 10

<212> PRT

<213> Artificial Sequence
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<220> .
<223> cell penetration moiety

<400> 46
Arg Arg Arg Arg grg Arg Arg Arg Arg ﬁag
1

<210> 47

<211> 18

<212> PRT

<213> Artificial Sequence

<220> . .
<223> cell penetration moiety

<400> 47

Lys Leu Ala Leu Lys Leu Ala Leu Lys Ala Leu Lys Ala Ala Leu Lys
1 5 10 15

Leu Ala

<210> 48

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> cell penetration moiety

<400> 48
Pro Arg Pro Leu Pro Phe Pro Arg Pro Gly
1 5 10

<210> 49
<211> 11
<212> PRT
<213> Artificial Sequence

<220>
<223> cell penetration moiety

<400> 49
Tyr Ala Arg Ala §1a Ala Arg GIn Ala ?59 Ala
1

<210> 50

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> cell penetration moiety

<400> 50
Arg Arg Gln Arg érg Thr Ser Lys Leu Tgt Lys Arg
1

<210> 51
<211> 66
<212> DNA
<213> Artificial Sequence

<220>

<221> source

<222> 1..66

<223> /mo1_type="unassigned DNA"
/note="KIBRA target sequence"
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/organism="Artificial Sequence"

<400> 51
gatccgttga agttaaacag caagattcaa gagatcttgc tgtttaactt caaccttttt 60

tggaaa 66

<210> 52

<211> 21

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..21

<223> /mo1_type="unassigned DNA"
/note="primer"
/organism="Artificial Sequence"

<400> 52
gaaggagctg aaggagcatt t 21

<210> 53

<211> 21

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..21

<223> /mo1_type="unassigned DNA™
/note="primer"
/organism="Artificial Sequence"

<400> 53
cctgaaagac tgcacttctg g 21

<210> 54

<211> 25

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..25

<223> /mo1_type=“unassigned DNA"
/note="primer"
/organism="Artificial Sequence"

<400> 54
cgctcaccct caagtgggtg gacag 25

<210> 55

<211> 23

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<222> 1..23

<223> /mo1_type="unassigned DNA"
/note="primer"
/organism="Artificial Sequence"
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<400>

BL67883PC- sequence Tlisting.TXT

55

ggcttggaag aggtggccgt tgg

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<400>

56
21
DNA
Artificial Sequence

source
1..21 .
/mo1_type="unass1gned DNA"
/note="primer"
/organism="Artificial Sequence"

56

ccacccggge ctggagacat g

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<400>

57

20

DNA

Artificial Sequence

source
1..20

/mo]_type:"unassigned DNA"
/note="primer"
/organism="Artificial Sequence”

57

accccaccgt gttcttcgac

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<400>

58

20

DNA

Artificial Sequence

source
1..20

/mo1_type="unassigned DNA"
/note="primer"
/organism="Artificial Sequence”

58

catttgccat ggacaagatg

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<400>

59

3279

DNA

Homo sapiens

source
1..3279
/mo1_type="unassigned DNA
/organism="Homo sapiens"”

59

atggaccaca taaataaact tacccagatt gaggatccaa gagaacagtg

gaggcgagag

caagagcgca tgttgaagga atatttaatt gtagctcagg aggctctcaa tgccaagaaa

Seite 23

23

21

20

20

60
120



gaaatctacc
cacaaaatgt
aatacaaagt
tccagattaa
gtggagaccc
gatgaggcgc
gagaaggaga
agctgctccg
gctggtgtac
gtctttgatg
gccagaaaga
ccaagcacgg
ctgcaggagc
gaggaggagc
ggcgccacgg
gaagccaccc
ctgacggtgt
tccagccggg
gagaagcccg
ctggggcgag
cggtccctgg
ctgtcgcccc
ctggcgcagce
gcacacgcct
ggggtccccg
gtgggtggaa
cgcatctccg
ctaaccaaaa
gatccccaga
gtgctgcagc
cgagtctatt
gagttccaag
ttgacactga

ctgctgggea

agattaagca
gtgaggatga
atgacccaca
aacgagagct
tgcaagagat
aggctatcat
ggcgggacct
ttaccgactc
cccagcagtt
ataaaacaag
gagtcgccaa
ccgaggctga
ttcagctcat
gggagcgcct
agaggattct
gcttaacatc
cctcggggag
gctccctgag
acgctgaggg
atgctccctt
acacgcccca
caagctcgcc
tggcggacag
cggctatggg

gggatgggga
cagtgactct

catgtctgtc
ggaacgaaga
tccacgtggg
tgaagaaccc
tgcccccact
tgccgctggt
agtcacttca

ttgctcagat

BL67883PC- sequence listing.TXT

gcagcggttc
cagccgctcg
ccaaattaaa
gacccagatg
tgatcggaag
gagtgagctc
gatgcatagc
tctagtggac
ctgcgatgcc
acttgtagac
catccagcag
cagggaccgg
cattgcacag
agaggaggag
gcttcaggaa
ctacctccag
cagccgeggg
ctcggtcagce
cagccagctt
ttcagagccc
gtccctggcea
cctggacacg
ctgtgagggg
ggacgaagac
agggccgcac
tcgagaagac
ggattattcg
tgccgaggag
actcctgcgce
ggcggggctg
ggactcgggc
gtttaacgaa
gttatacgtg

taacctggct

gagctggccc
tacgccagcet
gcagaaatag
aagcaggaac
atgtcaagta
cggaccatca
ctggccaagc
ttccctcacc
ggctcccaga
cgagtcagac
cagctggecc
ctgcagctca
cgccgetctg
ctgcggegtg
aaaaggaatt
tcccagttaa
tccctagect
ttcacggaca
ctacgcttcg
ccaggceecct
tcgctgtect
cccttectec
ccaggcctgg
ttaccaggca
gagcgaggac
agtgccaaga
ctagccagcg
cctgcctacg
gacagtggca
gcggtgaagg
acgcccaaca
gtgttcagaa
tgttcagtga

gactatgaca

aggaggaata
cattctctgg
caagtcgtcg
tgcagtacaa
ctcacaccag
agaaggccat
tgaccgatag
atgtaggcgt
ctgatatcat
ttaattggca
ggcttgacaa
tcaaggagaa
cgggagatgt
cacgggccac
gtctacttat
aaagcctgtg
ccagcecgtgg
tctacggect
acctcattcc
cgggcttcca
cccgetectce
ctgcctcacg
gcgccctaga
tggcggccct
ccccaccagce
ggttggagag
acagtggggt
gagacacggc
gcgagtgtct
aagactgcaa
cttactgctc
tcccegtgea
ctccgeagcet

gtttgagtga

Seite 24

ccagcagctg
atattcaaca
ggataggctt
agaaaagggg
ctacaaactg
ttgcacaggc
cttcaagaac
gcctggcgat
cggggagttt
atatgaagaa
tgagtcctgg
ggaggccctg
ggcccggetg
ctccgcacag
gcagctggaa
tgccagcacc
gtctctggcec
cccgecagtac
cttcgactct
caagcagagg
gctgtccteg
ggactcgcecg
cagactgcgg
tcagccacac
cagcgctccc
gagggcacgc
gtttgaacct
cagtaacgga
cctcgtgceac
agtccacatc
caaggctctg
ttccagegeg
gcaggaagaa

gatgcagctg

180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160



cgctggcatt
tgtgcaggag
gatgcggtga
ctggccgagg
aaggaggagc
ggctgtagca
gactccatcc
cagccctegce
gcagccagcec
agtggcacga
agactttatc
aatactttgg
ctcatggccc
aggcagctga
cagctccgtg
ctgctgcggg
gcggctgaga
cacaaagagc
aggatcaaca
<210> 60

<211> 1092

<212> PRT
<213> Homo

<400> 60
Met Asp
1
Tr‘p

His

Arg Arg
Ala
35

Glu

GIn Glu

Phe
50
Asp

Arg

Glu
65
Asn

Asp

Thr Lys

Arg Asp Arg
GIn
115

Met

Glu Leu

Arg Lys
130
Ala Ile
145

Glu

Met

Lys Glu

ccgtgcaggt
agagctccgce
cggtgctcct
agcgggccaa
aggccgaggce
actgcaccca
tgggccaccc
ctcttaaggt
tcgtgaagga
ttgtccgttc
gtagtgacag
aaagacgaac
gcacctccct
atgaggagct
gccagactga
aggccgageg
agatgctgaa
ccatccaagt

tacctcctct

sapiens

Ile Asn
5

Glu Gln
20
Leu Asn

Leu Ala

ser Arg

Tyr Asp
85

Leu Ser
100
Tyr Lys

ser Ser

Ser Glu

Lys
Glu
Ala
Gln
Ser
70

Pro
Arg
Glu
Thr

Leu

BL67883PC- sequence listing.TXT

gttcaccagc
ccgggaccct
ggccagaacc
gctggagtac
catatccgag
gaccagccct
atttgctgct
tgataaggaa
gcggcccagce
ccagacattc
cgacagttca
ccttcgcetat
ggacttggag
ctgcgecctce
cctcccaccce
gcagacaaga
gaaggcctcc
gcagaccttt

cccagccgac

teu Thr

Arg Met

Lys Lys

Glu Glu
55
Tyr Ala

His G1n

Leu Lys
Gly
120
Thr

Lys

His
135

Arg Thr

150

Arg Arg

165

Asp

Leu Met

tctgaaccat
gcacacacca
acggcacagc
acggaggagg
cggagttggc
ccgtacccag
caggcagggc
accaacacgg
cgccgggecc
tcgcctggag
acgctgcccc
aagcagtcat
ctggatctcc
cgtgagctgc
tgggtgcttc
cagaccaaac
aaggagatct
agggagaaga
gacgtctga

Ile Glu
10

Lys

Gln

Leu Glu

Glu Ile Tyr

Tyr GIn Gln
Phe
75

Ala

ser Ser

Ile Lys

90

Arg Glu Leu

105

val Glu Thr

ser Tyr Lys

Ile Lys Lys

155
ser Leu

170

His

caaggacgcg
tctccatctce
tgcaggcggt
aggtcctgga
aagcggactc
agccctgttg
cttacagccc
aagatctctt
gagggtcgcc
cacgaagcca
ggaagtcccc
gcaggtcttc
aggcgtcgag
ggcagcggtt
gggacgagcg
ttgactaccg
accagctgceg

tagcattctt

Asp Pro Arg
Ile
30

Lys

Tyr Leu
Ile
45

His

Gln

Leu
60
ser

Lys

Gly Tyr

Glu Ile Ala

Thr GIn Met
110
GIn Glu
125

Asp

Leu

Leu Glu

140

Ala Ile Cys

Ala Lys Leu

Seite 25

ggaggctggg
cggcaagacg
ggagagggaa
gatggagcgc
ggtggatagc
catgggtatc
cgagaaattt
tctggaagaa
ttttgttcgg
gtatgtttgc
ctttgtccga
cctggctgag
aacacggcag
ggaggacgcc
gctccgtgge
tcatgagcag
tgggcagagc

cacaaggcca

Glu Gln

val Ala

Gln Gln

Met Cys
Thr
80
Arg

Ser

ser
95
Lys Gln

Ile Asp

Ala Gln

Thr Gly
160
Thr Asp

175

2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3279
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Ser Phe Lys Asn Ser Cys Ser val Thr Asp Ser Leu val Asp Phe Pro
180 185 190
His His val Gly val Pro Gly Asp Ala Gly val Pro GIn Gln Phe Cys
195 200 205
Asp Ala Gly Ser GIn Thr Asp Ile Ile Gly Glu Phe val Phe Asp Asp
210 215 220
Lys Thr Arg Leu Vval Asp Arg val Arg Leu Asn Trp Gln Tyr Glu Glu
225 230 235 240
Ala Arg Lys Arg Val Ala Asn Ile GIn GIn GIn Leu Ala Arg Leu Asp
245 250 255
Asn Glu Ser Trp Pro Ser Thr Ala Glu Ala Asp Arg Asp Arg Leu Gln
260 265 270
Leu Ile Lys Glu Lys Glu Ala Leu Leu GIn Glu Leu Gln Leu Ile Ile
275 280 285
Ala GIn Arg Arg Ser Ala Gly Asp val Ala Arg Leu Glu Glu Glu Arg
290 295 300
Glu Arg Leu Glu Glu Glu Leu Arg Arg Ala Arg Ala Thr Ser Ala Gln
305 310 315 320
Gly Ala Thr Glu Arg Ile Leu Leu GIn Glu Lys Arg Asn Cys Leu Leu
325 330 335
Met GIn Leu Glu Glu Ala Thr Arg Leu Thr Ser Tyr Leu Gln Ser Gln
340 345 350
Leu Lys Ser Leu Cys Ala Ser Thr Leu Thr val Ser Ser Gly Ser Ser
355 360 365
Arg Gly Ser Leu Ala Ser Ser Arg Gly Ser Leu Ala Ser Ser Arg Gly
370 375 380
Ser Leu Ser Ser val Ser Phe Thr Asp Ile Tyr Gly Leu Pro Gln Tyr
385 390 395 400
Glu Lys Pro Asp Ala Glu Gly Ser GIn Leu Leu Arg Phe Asp Leu Ile
405 410 415
Pro Phe Asp Ser Leu Gly Arg Asp Ala Pro Phe Ser Glu Pro Pro Gly
420 425 430
Pro Ser Gly Phe His Lys GIn Arg Arg Ser Leu Asp Thr Pro Gln Ser
435 440 445
Leu Ala Ser Leu Ser Ser Arg Ser Ser Leu Ser Ser Leu Ser Pro Pro
450 455 460
Ser Ser Pro Leu Asp Thr Pro Phe Leu Pro Ala Ser Arg Asp Ser Pro
465 470 475 480
Leu Ala GIn Leu Ala Asp Ser Cys Glu Gly Pro Gly Leu Gly Ala Leu
485 490 495
Asp Arg Leu Arg Ala His Ala Ser Ala Met Gly Asp Glu Asp Leu Pro
500 505 510
Gly Met Ala Ala Leu GIn Pro His Gly val Pro Gly Asp Gly Glu Gly
515 520 525
Pro His Glu Arg Gly Pro Pro Pro Ala Ser Ala Pro val Gly Gly Thr
530 535 540
val Thr Leu Arg Glu Asp Ser Ala Lys Arg Leu Glu Arg Arg Ala Arg
545 550 555 560
Arg Ile Ser Ala Cys Leu Ser Asp Tyr Ser Leu Ala Ser Asp Ser Gly
565 570 575
val pPhe Glu Pro Leu Thr Lys Arg Asn Glu Asp Ala Glu Glu Pro Ala
580 585 590
Tyr Gly Asp Thr Ala Ser Asn Gly Asp Pro Gln Ile His val Gly Leu
595 600 605
Arg Asp Ser Gly Ser Glu Cys Leu Leu val His val Leu GIn Leu
610 615 620
Lys Asn Pro Ala Gly Leu Ala val Lys Glu Asp Cys Lys val His Ile
625 630 635 640
Arg val Tyr Leu Pro Pro Leu Asp Ser Gly Thr Pro Asn Thr Tyr Cys
645 650 655
Ser Lys Ala Leu Glu Phe GIn val Pro Leu val Phe Asn Glu val Phe
660 665 670
Arg Ile Pro val His Ser Ser Ala Leu Thr Leu Lys Ser Leu Gin Leu
675 680 685
Tyr val Cys Ser val Thr Pro Gln Leu Gln Glu Glu Leu Leu Gly Ile
690 695 700
Ala GIn Ile Asn Leu Ala Asp Tyr Asp Ser Leu Ser Glu Met GIn Leu
705 710 715 720

Seite 26

Leu
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Arg Trp His Ser val GIln val Phe Thr Ser Ser Glu Pro Ser Arg Thr
725 730 735
Arg Glu Ala Gly Cys Ala Gly Glu Ser Ser Ala Arg Asp Pro Ala His
740 745 750
Thr Ile Ser Ile Ser Gly Lys Thr Asp Ala val Thr val Leu Leu Ala
755 760 765
Arg Thr Thr Ala GIln Leu Gln Ala val Glu Arg Glu Leu Ala Glu Glu
770 775 780
Arg Ala Lys Leu Glu Tyr Thr Glu Glu Glu val teu Glu Met Glu Arg
785 790 795 800
Lys Glu Glu GIn Ala Glu Ala Ile Ser Glu Arg Ser Trp Gln Ala Asp
805 810 815
ser val Asp Ser Gly Cys Ser Asn Cys Thr GIn Thr Ser Pro Pro Tyr
820 825 830
Pro Glu Pro Cys Cys Met Gly Ile Asp Ser Ile Leu Gly His Pro Phe
835 840 845
Ala Ala G1In Ala Gly Pro Tyr Ser Pro Glu Lys Phe GIn Pro Ser Pro
850 855 860
Leu Lys val Asp Lys Glu Thr Asn Thr Glu Asp Leu Phe Leu Glu Glu
865 870 875 880
Ala Ala Ser Leu val Lys Glu Arg Pro Ser Arg Arg Ala Arg Gly Ser
885 890 895
Arg Ser Gly Thr Ile val Arg Ser GIn Thr Phe Ser Pro
900 905 910
Gly Ala Arg Ser GIn Tyr val Cys Arg Leu Tyr Arg Ser Asp Ser Asp
915 920 925
Ser Ser Thr Leu Pro Arg Lys Ser Pro Phe val Arg Asn Thr Leu Glu
930 935 940
Arg Arg Thr Leu Arg Tyr Lys Gln Ser Cys Arg Ser Ser Leu Ala Glu
945 950 955 960
Leu Met Ala Arg Thr Ser Leu Asp Leu Glu Leu Asp Leu GIn Ala Ser
965 970 975
Arg Thr Arg GIn Arg Gln Leu Asn Glu Glu Leu Cys Ala Leu Arg Glu
980 985 990
Leu Arg GIn Arg Leu Glu Asp Ala GIn Leu Arg Gly Gln Thr Asp Leu
995 1000 1005
Pro Pro Trp val Leu Arg Asp Glu Arg Leu Arg Gly Leu Leu Arg Glu
1010 1015 1020
Ala Glu Arg Gln Thr Arg Gln Thr Lys Leu Asp Tyr Arg His Glu Gln
1025 1030 1035 1040
Ala Ala Glu Lys Met Leu Lys Lys Ala Ser Lys Glu Ile Tyr GIn Leu
1045 1050 1055
Arg Gly GIn Ser His Lys Glu Pro Ile Gln val GIn Thr phe Arg Glu
1060 1065 1070
Lys Ile Ala Phe Phe Thr Arg Pro Arg Ile Asn Ile Pro Pro Leu Pro
1075 1080 1085
Ala Asp Asp val
1090

<210> 61
<211> 60
<212> DNA
<213> Homo sapiens

Pro Phe val

<220>

<221> source

<222> 1..60

<223> /mol_type="unassigned DNA"
/organism="Homo sapiens"

<400> 61
tccccctttg tccgaaatac tttggaaaga cgaacccttc gctataagca gtcatgcagg 60

<210> 62

<211> 20

<212> PRT

<213> Homo sapiens
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<400> 62
1

Gln Ser Cys Arg
20

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

63
3579
DNA
Homo

sapiens

source
1..3579 .
/mol_type="unassigned DNA"

/organism="Homo

<400> 63
atgcctagga

gactacgacg
ccccgggaca
tggggatggg
aaaaccacgc
aaggactacc
aaggagcaga
gaaaagtcaa
cccgatattt
gagctctcac
caaattgata
attctaacag
gatctgatgc
agatctgagc
acccttgatg
aatttagctg
aacttaaaaa
gagaaggaaa
gtcaccccac
ctggaagaag
agattggaag
acttatttgc
agcagcctgg

Ctcaactccc

gggccgggag
gcaaggtctt

ggttaacgaa
aagcagggtt
agatagaaga
tctctgtggce
ggctggeget
gttctcacac
taaaagctga
agatgaagca
aaaaaatgtc
aactaaaatc
agagtcttgc
cagatttgag
ctgggtcaca
aaaaggtcag
ttgaactgtc
aactgatgct
agaaacgtac
agttgctgtc
agagaagaaa
attcacaact
gttccctggce

tcagttccac

BL67883PC- sequence listing.TXT

sapiens"”

cggtcagctg
ctacattgac
gcccttgtca
tgaccctcag
tccaagaaaa
acaggatgcc
ggccctggat
aagcttattc
gatctccact
ggaactgctc
tggaggccag
tatcagaaag
taagctgcag
atgtagtcct
aacaagcatt
gctaagccta
aaaattggac
gattaatgaa
ccaagatgaa
tgtgagggga
agagctgcta
taaaagcctc
atcgagtcgg

cgaactctat

ccgectgeecc
cacaacacca
tttgctgatt
attggtgtct
caatggaggg
ctccggacac
gaatacgtgc
tcaggatctt
acaagattaa
tataaagaac
agcgggtatg
gcaattagct
gagcggtttc
gtgaactctc
tccggagata
cagtatgaag
agtgaggcct
aaagaagaac
ttagaacgcc
acaccaagca
cagaaacttg
tctgccagcea
ggctctctga

tacagcagtc

Seite 28

ggggctggga
ggaggaccag
gtgttgggga
actacatcga
gggaacagga
agaaggaact
gattaaatga
catccagtac
gggttaaaaa
aaggctttga
aactcagtga
caggagaaaa
atttggatca
atttatgtct
ttggagtaag
aagccaaaag
ggcctggggc
ttttgaaaga
tagaagctga
gagctctggce
aagaaactac
ccctgtccat
acacctccag

aaagtgatca

Ser Pro Phe val Arg Asn Thr Leu Glu Arg Arg Thr Leu Arg Tyr Lys
5 10 15

ggaggccagg
ctggatcgac

tgagctgcecg
tcacatcaac
gaagatgctc
gtaccatgtg
tgcctataag
taaatatgat
gctaaagaga
aacattgcag
agccaaagcc
agaaaaacaa
gaacattggc
ctccagacag
aagtagatca
aagtatggcc
actggatatt
gcttcagttc
aaggcagcgg
cgagagattg
taaattaact
gtcatctggg
cagagggtca

gatagatgtg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440



gattatcagt
cccatcacca
ggactctgtg
aagtctgtgg
cccttggttt
ttcactgctg
gaaaatcaga
aaagacctta
tcattaccaa
gctgtgtctg
cctagtgaaa
caggttcaga
cagctccgaa
gccgttcttce
acagaatcca
cagaagacac
gctggaactc
tataacttgc
gtatttcaac
cttgcaagaa
gaagaatcag
gaggcctctg
agctgtacag
aggaaagaaa
ctggttgaca
aaagagcgca
cgctcacaga
gacagtgaca
cgcagtttga
tgcccagtgce
agccgcctca
aaagctcagg
cttctgaagc

aatgcagaga

ataaactgga
ccatccatga
gagtggcagc
cctccctgte
tggaaggcac
actttgaaga
ttttgctgga
atgaatgtgc
aaagaagagt
atgagtctgt
tggaagatgt
taggactcag
accttcatgc
cttcctcaac
ttttattcaa
tgagggtaga
agatcagcct
ttccttccaa
caaaccagcc
catcagctga
gacaagaaga
atgaaattgt
aagatttaag
gcaactgtgc
aagagacaaa
gcagcctgag
ccttttctcc
gttcaaccct
gggtcaaaag
ggacatctct
atgatgagct
gagagactga
aagctgagaa

agttgatgag
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cttccttctg
aaacgaggtg
tgcagcaaca
ctcgaggtcc
gtttcccatg
ctgtgagttg
ttctgattca
tagggagcca
gatccacttg
ggctggagac
cacatacagt
atacaatgca
cttcttgata
tgatgtcagc
tgatgtgttc
cctttgctct
ggcagattta
gcaaatgcct
gttagtagat
gttgttagct
gccaaggggc
ggctgaaaaa
ttcatgcact
caaagacctc
cactgatgaa
ctctagacag
aggagagcgg
ggctaaaaaa
gacggtttgc
agacttagaa
gcaggcgctg
ccttccacca
gcaggctgaa

gcaagtctcc

caagagaaaa
gtcaagtccc
ggccacactc
tccectttect
tcttcttctc
agtagccatt
ggaggagcct
ttatatgaag
cttggggaga
agtggggtct
gaagaggatg
aaaagttcaa
cctcatactt
tgtctgtttc
agagtcgcca
gtcagtaaac
ccattttcca
tgcaaaaaga
tctatagact
gtggaacaag
ccagatggag
gaggctgaag
agtgtgcctg
agaagtcagc
gccgctaatg
catccgtttg
aaccagtaca
tcactgtttg
cagtcagtcc
ctggaccttc
agggacttgc
ggcgtgctgg
cagtccaaag

aaggacgtgt

gcggttacat
ctagccagcc
ctccactggc
ccttgtctcc
atgatgcctc
ttgcagatat
cccagtctct
gaactgcaga
aaaccacttg
atgaagcttt
tagccattgt
gtttcatggt
caaaagtata
gcacaaaagt
tttcccaaac
accgaaggga
gtgaggtttt
atgaagaaaa
tggatgcagt
aattagcaca
actggctaac
ttaaattgcc
agatgaatga
cacctactag
acaatatggc
tgaggagcag
tctgcaggtt
tgagaaactc
ttagaagaac
aggcatctct
ggcagaagct
aggatgagag
aagagcagaa

gtcggctccg
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tccttctgga
tggccagagt
tgaggccccg
tccaggctct
tctccatcag
cagcctcatc
ttcagaggat
tgtggaaaaa
tgtgtcggct
cgtgaaacaa
agagaccgcc
gattatagca
ttttagggtt
tcatccgecc
agccttacaa
agaatgcctg
cactctatgg
tgaggactct
gtcagcctta
agaagaagaa
aatgctaaga
agaggacagt
agacgggaac
aataccaaca
agttcgcccc
tgtgatagtg
aaatcggagt
caccgaacgc
aacacaggaa
gacccggcag
ggaggaactg
gttccagagg
gcaaggtctg

ggagcagagc

1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
3420
3480
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cagaaggtgc ctcggcaggt gcagtccttc agggagaaga ttgcctactt caccagagca 3540
aagataagca tcccatccct gccagctgat gatgtgtga 3579
<210> 64

<211> 1192

<212> PRT

<213> Homo sapiens

<400> 64
Met Pro Arg Arg é1a Gly Ser Gly GIn Leu Pro Leu Pro Arg Gly Trp
1 10 15
Glu Glu Ala ggg Asp Tyr Asp Gly 5§s val Phe Tyr Ile égp His Asn
Thr Arg Arg Thr Ser Trp Ile Agp Pro Arg Asp Arg Lgu Thr Lys Pro
35 4 4
Leu ggr Phe Ala Asp Cys gg] Gly Asp Glu Leu 250 Trp Gly Trp Glu
Ala Gly Phe Asp Pro GIn Ile Gly val Tyr Tyr Ile Asp His Ile Asn
65 70 75 80
Lys Thr Thr Gln g}e Glu Asp Pro Arg 555 Gln Trp Arg Gly g;u Gln
Glu Lys Met Leu Lys Asp Tyr Leu Ser val Ala Gln Asp Ala Leu Arg
100 105 110
Thr GIn Lys Glu Leu Tyr His val Lys Glu GIn Arg Leu Ala Leu Ala
115 120 125
Leu Asp Glu Tyr val Arg Leu Asn Asp Ala Tyr Lys Glu Lys Ser Ser
130 135 140
Ser His Thr Ser Leu Phe Ser Gly Ser Ser Ser Ser Thr Lys Tyr Asp
145 150 155 160
Pro Asp Ile Leu Lys Ala Glu Ile Ser Thr Thr Arg Leu Arg val Lys
165 170 175
Lys Leu Lys Arg Glu Leu Ser Gln Met Lys GIn Glu Leu Leu Tyr Lys
180 185 190
Glu GIn Gly Phe Glu Thr Leu GIn Gln Ile Asp Lys Lys Met Ser Gly
195 200 205
Gly Gln Ser Gly Tyr Glu Leu Ser Glu Ala Lys Ala Ile Leu Thr Glu
210 215 220
Leu Lys Ser Ile Arg Lys Ala Ile Ser Ser Gly Glu Lys Glu Lys Gln
225 230 235 240
Asp Leu Met GIn Ser Leu Ala Lys Leu GIn Glu Arg Phe His Leu Asp
245 250 255
GIn Asn Ile Gly Arg Ser Glu Pro Asp Leu Arg Cys Ser Pro val Asn
260 265 270
Ser His Leu Cys Leu Ser Arg GIn Thr Leu Asp Ala Gly Ser Gln Thr
275 280 285
Ser Ile Ser Gly Asp Ile Gly val Arg Ser Arg Ser Asn Leu Ala Glu
290 295 300
Lys val Arg Leu Ser Leu GIn Tyr Glu Glu Ala Lys Arg Ser Met Ala
305 310 315 320
Asn Leu Lys Ile Glu Leu Ser Lys Leu Asp Ser Glu Ala Trp Pro Gly
325 330 335
Ala Leu Asp Ile Glu Lys Glu Lys Leu Met Leu Ile Asn Glu Lys Glu
340 345 350
Glu Leu Leu Lys Glu Leu Gln Phe val Thr Pro GIn Lys Arg Thr Gln
355 360 365
Asp Glu Leu Glu Arg Leu Glu Ala Glu Arg GIn Arg Leu Glu Glu Glu
370 375 380
Leu Leu Ser val Arg Gly Thr Pro Ser Arg Ala Leu Ala Glu Arg Leu
385 390 395 400
Arg Leu Glu Glu Arg Arg Lys Glu Leu Leu GIn Lys Leu Glu Glu Thr
405 410 415
Thr Lys Leu Thr Thr Tyr Leu His Ser Gln Leu Lys Ser Leu Ser Ala
420 425 430
Ser Thr Leu Ser Met Ser Ser Gly Ser Ser Leu Gly Ser Leu Ala Ser
435 440 445
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Ser Arg Gly Ser Leu Asn Thr Ser Ser Arg Gly Ser Leu Asn Ser Leu
450 455 460
Ser Ser Thr Glu Leu Tyr Tyr Ser Ser GIn Ser Asp GIn Ile Asp val
465 470 475 480
Asp Tyr GIn Tyr Lys Leu Asp Phe Leu Leu GIn Glu Lys Ser Gly Tyr
485 490 495
Ile Pro Ser Gly Pro Ile Thr Thr Ile His Glu Asn Glu val val Lys
500 505 510
Sser Pro Ser GIn Pro Gly GIn Ser Gly Leu Cys Gly val Ala Ala Ala
515 520 525
Ala Thr Gly His Thr Pro Pro Leu Ala Glu Ala Pro Lys Ser val Ala
530 535 540
ser Leu Ser Ser Arg Ser Ser Leu Ser Ser Leu Ser Pro Pro Gly Ser
545 550 555 560
Pro Leu val Leu Glu Gly Thr Phe Pro Met Ser Ser Ser His Asp Ala
565 570 575
ser Leu His GIn Phe Thr Ala Asp Phe Glu Asp Cys Glu Leu Ser Ser
580 585 590
His Phe Ala Asp Ile Ser Leu Ile Glu Asn Gln Ile Leu Leu Asp Ser
595 600 605
Asp Ser Gly Gly Ala Ser Gln Ser Leu Ser Glu Asp Lys Asp Leu Asn
610 615 620
Glu Cys Ala Arg Glu Pro Leu Tyr Glu Gly Thr Ala Asp val Glu Lys
625 630 635 640
Ser Leu Pro Lys Arg Arg val Ile His Leu Leu Gly Glu Lys Thr Thr
645 650 655
Cys val Ser Ala Ala val Sser Asp Glu Ser val Ala Gly Asp Ser Gly
660 665 670
val Tyr Glu Ala Phe val Lys Gln Pro Ser Glu Met Glu Asp val Thr
675 680 685
Tyr Ser Glu Glu Asp val Ala Ile val Glu Thr Ala Gln val Gln Ile
690 695 700
Gly Leu Arg Tyr Asn Ala Lys Ser Ser Ser Phe Met val Ile Ile Ala
705 710 715 720
GIn Leu Arg Asn Leu His Ala Phe Leu Ile Pro His Thr Ser Lys Vval
725 730 735
Tyr Phe Arg val Ala val Leu Pro Ser Ser Thr Asp val Ser Cys Leu
740 745 750
Phe Arg Thr Lys val His Pro Pro Thr Glu Ser Ile Leu Phe Asn Asp
755 760 765
val phe Arg val Ala Ile Ser GIn Thr Ala Leu Gln GIn Lys Thr Leu
770 775 780
Arg val Asp Leu Cys Ser val Ser Lys His Arg Arg Glu Glu Cys Leu
785 790 795 800
Ala Gly Thr Gln Ile Ser Leu Ala Asp Leu Pro Phe Ser Ser Glu val
805 810 815
Trp Tyr Asn Leu Leu Pro Ser Lys GIn Met Pro Cys LysS
820 825 830
Lys Asn Glu Glu Asn Glu Asp Ser val Phe Gln Pro Asn GIn Pro Leu
835 840 845
val Asp Ser Ile Asp Leu Asp Ala val Ser Ala Leu Leu Ala Arg Thr
850 855 860
Ser Ala Glu Leu Leu Ala val Glu Gln Glu Leu Ala GIn Glu Glu Glu
865 870 875 880
Glu Glu Ser Gly GIn Glu Glu Pro Arg Gly Pro Asp Gly Asp Trp Leu
885 890 895
Thr Met Leu Arg Glu Ala Ser Asp Glu Ile val Ala Glu Lys Glu Ala
900 905 910
Leu Ser Ser

Phe Thr Leu

Glu val Lys Leu Pro Glu Asp Ser Ser Cys Thr Glu Asp

915 920 925
Cys Thr Ser val Pro Glu Met Asn Glu Asp Gly Asn Arg Lys Glu Ser

930 935 940
Asn Cys Ala Lys Asp Leu Arg Ser GIn Pro Pro Thr Arg Ile Pro Thr
945 950 955 960
Leu val Asp Lys Glu Thr Asn Thr Asp Glu Ala Ala Asn Asp Asn Met
965 970 975
Ala val Arg Pro Lys Glu Arg Ser Ser Leu Ser Ser Arg GIn His Pro
980 985 990

Seite 31



BL67883PC- sequence listing.TXT

Phe val Arg Ser Ser val Ile val Arg Ser GIn Thr Phe Ser Pro Gly

995 1000 1005

Glu Arg Asn GIn Tyr Ile Cys Arg Leu Asn Arg Ser Asp Ser Asp Ser
1010 1015 1020
Ser Thr Leu Ala Lys Lys Ser Leu Phe val Arg Asn Ser Thr Glu Arg

1025

1030 1035 1040

Arg Ser Leu Arg val Lys Arg Thr val Cys GIn Ser val Leu Arg Arg

1045 1050 1055

Thr Thr GIn Glu Cys Pro val Arg Thr Ser Leu Asp Leu Glu Leu Asp

1060 1065 1070

Leu GIn Ala Ser Leu Thr Arg Gln Ser Arg Leu Asn Asp Glu Leu GlIn

1075 1080 1085

Ala Leu Arg Asp Leu Arg GIn Lys Leu Glu Glu Leu Lys Ala GIn Gly
1090 1095 1100
Glu Thr Asp Leu Pro Pro Gly val Leu Glu Asp Glu Arg Phe Gln Arg

1105

1110 1115 1120

Leu Leu Lys GIn Ala Glu Lys Gln Ala Glu Gln Ser Lys Glu Glu Gln

1125 1130 1135

Lys GIn Gly Leu Asn Ala Glu Lys Leu Met Arg GIn val Ser Lys Asp

1140 1145 1150

val Cys Arg Leu Arg Glu GIn Ser Gln Lys val Pro Arg Gln val GIn

1155 1160 1165

Ser Phe Arg Glu Lys Ile Ala Tyr Phe Thr Arg Ala Lys Ile Ser Ile
1170 1175 1180
Pro Ser Leu Pro Ala Asp Asp val
1190

1185

<210>
<211>
<212>
<213>

<220>
<221>
<222>
<223>

<400>

65

60

DNA

Homo sapiens

source

1..60
/mol_type="unassigned DNA
/organism="Homo sapiens"

65

tcactgtttg tgagaaactc caccgaacgc cgcagtttga gggtcaaaag gacggtttgce

<210>
<211>
<212>
<213>

<400>
1

66
20
PRT
Homo sapiens

66

Ser Leu Phe val Arg Asn Ser Thr Glu Agg Arg Ser Leu Arg val Lys
5 1 15

Arg Thr val Cys

20
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