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RIKEN
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3
pPatentIn version 3.5
1
226
PRT
artificial sequence
artificial sequence
1
ser val ITe Lys Pro Glu Met Lys Ile Lys
5 10

val Asn Gly His Asn phe val Ile Glu Gly
20 25

Tyr Glu Gly Thr GIn Ile Leu Asp Leu Asn
35 40

Leu Pro Phe Ala Tyr Asp Ile Leu Ser Thr
55 60

Arg Ala Phe Thr Lys Tyr Pro Ala Asp Ile
70 75

Ala Phe Pro Glu Gly Tyr His Trp Glu Arg
85 90

GIn Gly Ile Cys Thr Ala Thr Ser Asn Ile
100 105

Phe Phe Tyr Asp Ile Arg Phe Asp Gly Thr
115 120

pro val Met GIn Lys Lys Thr Leu Lys Trp
135 140

Met Tyr val Glu Asp Gly val Leu Lys Gly
150 155
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Leu

Glu

val

45

ser

Gln

ser

Ser

Asn

125

Glu

ASp

cys
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30

Thr

Phe
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Met

Met

110

Phe

Pro

val

Met

15

Lys

Glu

Gln

Tyr

Thr

95

Arg

Pro

Asp

AsSn

Arg

Gly

Gly

Tyr

Phe

80

Tyr

Gly

Pro

Thr

Met
160
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Arg Leu Leu Leu Glu Gly Gly Gly His Tyr Arg Cys Asp val Lys Thr
165 170 175

Thr Tyr Lys Ala Lys Lys Glu val Ser Leu Pro Asp Ala His Lys Ile
180 185 190

Asp His Arg Ile Glu Ile Leu Glu His Asp Lys Asp Tyr Asn Lys val
195 200 205

Lys Leu Cys Glu Asn Ala val Ala Arg Ala Ser Met Leu Pro Ser Gin
210 215 220

Ala Lys
225

<210> 2

<211> 484

<212> PRT

<213> artificial sequence

<220>
<223> artificial sequence

<400> 2
Met val Ser Lys Gly Glu Glu Leu Phe Thr Gly val val Pro Ile Leu
1 5 10 15

val Glu Leu Asp Gly Asp val Asn Gly His Lys Phe Ser ¥a1 Ser Gly
- 20 25 0

Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Leu Leu
35 40 45

cys Thr Thr Gly Lys Leu Pro val Pro Trp Pro Thr Leu val Thr Thr
50 55 60

Leu Gly Tyr Gly Leu GIn Cys Phe Ala Arg Tyr Pro Asp His Met Lys
65 70 75 80

Gln His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr val Gln Glu
85 90 95

Arg Thr Ile Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu
100 105 110

val Lys Phe Glu Gly Asp Thr Leu val Asn Arg Ile Glu Leu Lys Gly
115 120 125

Ile Asp Phe Lys Glu Asp Gly Asn Ile Leu Gly His Lys Leu Glu Tyr
130 135 140

Asn Tyr Asn Ser His Asn val Tyr Ile Thr Ala Asp Lys Gln Lys Asn
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145 150 155 160

Gly Ile Lys Ala Asn Phe Lys Ile Arg His Asn Ile Glu Asp Gly Gly
165 170 175

val GIn Leu Ala Asp His Tyr Gin GIn Asn Thr Pro Ile Gly Asp Gly
180 185 190

pPro val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gln Ser Ala Leu
195 200 205

Phe Lys Asp Pro Asn Glu Lys Arg Asp His Met val Leu Leu Glu Phe
210 215 ' 220

Leu Thr Ala Ala Gly Ile Thr Glu Gly Met Asn Glu Leu Tyr Lys Glu
225 230 235 240

Leu Gly Gly Gly Gly ser Gly Gly Gly Gly Ser Gly Gly Gly Gly ser

Leu Glu Met val Ser val Ile Lys Pro Glu Met Lys Ile Lys Leu Cys
260 265 ‘ 270

Met Arg Gly Thr val Asn Gly His Asn Phe val Ile Glu Gly Glu Gly
275 280 285

Lys Gly Asn Pro Tyr Glu Gly Thr GIn Ile Leu Asp Leu Asn val Thr
290 295 300

Glu Gly Ala Pro Leu Pro Phe Ala Tyr Asp Ile Leu Ser Thr Ser Phe
305 310 315 320

GIn Tyr Gly Asn Arg Ala Phe Thr Lys Tyr Pro Ala Asp Ile Gln Asp
325 330 335

Tyr Phe Lys Gln Ala Phe Pro Glu Gly Tyr His Trp Glu Arg Ser Met
340 345 350

Thr Tyr Glu Asp GIn Gly Ile Cys Thr Ala Thr Ser Asn Ile Ser Met
355 360 365

Arg Gly Asp Cys Phe Phe Tyr Asp Ile Arg Phe Asp Gly Thr Asn Phe
370 375 380

Pro Pro Asn Gly Pro val Met GlIn Lys Lys Thr Leu Lys Trp Glu Pro
385 390 395 400

Asp Thr Glu Lys Met Tyr val Glu Asp Gly val Leu Lys Gly Asp val
405 410 415

Ash Met Arg Leu Leu Leu Glu Gly Gly Gly His Tyr Arg Cys Asp Vval
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Lys Thr Thr
435

Lys Ile Asp
450

Lys val Lys
465

Ser GIn Ala

<210> 3

<211> 1455
<212> DNA
<213>

<220>
<223>

<400> 3
atggtgagca

ggcgacgtaa
ggcaagctga
ctcgtgacca
cagcacgact
ttcaaggacg
gtgaaccgca
aagctggagt
ggcatcaagg
gaccactacc
tacctgagct
ctgctggagt
ctcggtggag
agcgtgatca
aacttcgtga
ctgaacgtga
cagtacggca
gcecttecccg
accgccacca

ggcaccaact

420

RK16113PCT_SEQUENCE LISTING. Té)(()t
4

425

Tyr Lys Ala Lys Lys Glu val Ser
440

His Arg Ile Glu Ile Leu Glu His

455

Leu Cys Glu Asn Ala val Ala Arg
470

Lys

agggcgagga
acggccacaa
ccctgaaget
ccctgggeta
tcttcaagtc
acggcaacta
tcgagctgaa
acaactacaa
ccaacttcaa
agcagaacac
accagtccgce
tcctgaccge
gcggttcagg
agcccgagat
ttgagggcga
ccgagggcgce
acagggcctt
agggctacca
gcaacatcag

tcccccccaa

artificial sequence

artificial sequence

gctgttcacc
gttcagcgtg
gctctgeacc
cggcctgeag
cgccatgecc
caagacccgc
gggcatcgac
cagccacaac
gatccgcecac
ccccatcgge
cctgttcaaa
cgccgggatc
cggaggtggc
gaagatcaag
gggcaagggc
ccecectgecc
caccaagtac
ctgggagagg
catgaggggc
cggcceccgtg

475

ggggtggtgc
tccggegagy
accggcaagc
tgcttecgecc
gaaggctacg
gccgaggtga
ttcaaggagg
gtctatatca
aacatcgagg
gacggccecg
gaccccaacg
actgaaggca
tctggegatg
ctgtgcatga
aacccctacg
ttcgectacg
cccgecgaca
agcatgacct
gactgcttct
atgcagaaga
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Leu Pro Asp Ala His

445

Asp Lys Asp Tyr Asn

460

Ala Ser Met Leu Pro

ccatcctggt
gcgagggcga
tgcccgtgec
gctaccccga
tccaggageg
agttcgaggg
acggcaacat
ccgccgacaa
acggcggegt
tgctgetgec
agaagcgcga
tgaacgagct
gcggatcget
ggggcaccgt
agggcaccca
acatcctgtc
tccaggacta
acgaggacca
tctacgacat

agaccctgaa

480

cgagctggac
tgccacctac
ctggcecacc
ccacatgaag
caccatcttc
cgacaccctg
cctggggeac
gcagaagaac
gcagctegec
cgacaaccac
tcacatggtc
gtacaaggag
cgagatggtg
gaacggccac
gatcctggac
cacctecgttc
cttcaagcag
gggcatctgce

caggttcgac

gtgggagccec

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

1020
1080
1140
1200



gacaccgaga
ctgctggagg
gaggtgagcc
aaggactaca

agccaggeca

agatgtacgt ggaggacggc gtgctgaagg gcgacgtgaa catgaggctg
gcggcggeca ctacaggtge gacgtcaaga ccacctacaa ggccaagaag
tgcccgacgc ccacaagatc gaccacagga tcgagatcct ggagcacgac

acaaggtgaa gctgtgcgag aacgccgtgg ccagggcctc catgetgecc

agtga
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1260
1320
1380
1440
1455





