il

i

QSRIE-P]

BIES : 1

BRI DRSS : 279335 H

B3 DB - % EE
HOH : — K&

bARDOY— : BEHR

BZDFEE : DNA (genomic)

M DR : v Zob cDNA

NAREF 4 A :NO

FYFEYZ:NO

BE :
é%%:vvz

e 51 o 5 &
HEHEERIRES : CDS
FAERE ¢ 5T.. 560

LEE

GGATCCCTGC TCCAGCAGCT GCAAGGTGCA AGAAGAAGAA GATCCCAGGG AGGAAA

ATG TGC TGG AGA CCC CTG TGT

Met

1

TCT

Ser

ACC

Thr

CAG

Gln

GGG

Gly

Cys Trp Arg Pro
5

TAT GTT CAA GCA

Tyr Val Gln Aia

20
CfC ATC AAG ACC
Leu 1le Lys Thr
35

TCG GTA TCC GCC

Ser Val Ser Ala

50

CTT CAC CCClATT

Leu His Pro Ile

Leu

GTG

Val

ATT

Ile

AAG

Lys

CTG

Leu

Cys

CCT

Pro

GTC

Val

CAG
Gln

99
AGT

Ser

CGG TTC CTG TGG CTT

Arg

ATC

Ile

ACC
Thr

40
AGG

Arg

TTG

Leu

Phe

CAG
Gln

25
AGG

Arg

GTC

Val

TCC

Ser

Leu
10
AAA

Lys

ATC

Ile

ACT

Thr

AAG

Lys

4

Trp

GTC

Val

AAT

Asn

GGC

Gly

ATG

Met

‘)i

Leu

CAG

Gln

GAC

Asp

TTG
Leu

60
GAC

Asp

TGG TCC TAT CTG

Trp

GAT

Asp

ATT
Ile

L5
GAC

Asp

CAG

Gln

Ser

GAC

Asp

30

TCA

Ser

TTC

Phe

ACT

Thr

Tyr
15

ACC

Thr

CAC

His

ATT

Ile

CTG

Leu

Leu

AAA

Lys

ACG

Thr

CCT

Pro

GCA

Ala

56

104

152

200

248

296 -



69

GTC TAT CAA

Val Tyr Gln

ATA GCC AAT

[le Ala Asn

TTC TCC AAG

Phe Ser Lys
115
CTG

GAG AGC

-Glu Ser Leu
130
TTG

-GTG GCT

Val Ala Leu
145
GTT

TTG GAT

Leu Asp Val
ATCATGTAGA
ACACATCCAT
CAATGCTTGA
AGGGGACTCT
TCCCACCTGC
GGTGAGGTAG
GGCTGCATCC
TTATTCTGCA
GGGTCAGCCA
CCCGAGGCAA
TCTATGCAGG

ACTCTATCCA

70

CAG GTC CTC

Gln Val Leu

85

GAC CTG GAG

Asp Leu Glu

100

AGC TGC TCC

Ser Cys Ser

GAT GGC GTC

Asp Gly Val

AGC AGG CTG

Ser Arg Leu

150

AGC CCT GAA

Ser Pro Glu

ACC

Thr

AAT

Asn

CTG

Leu

CTG
Leu
135
CAG

Gln

TGC

Cys

AGC

Ser

CTC

Leu

CCT
Pro
120
GAA

Glu

GGC

Gly

TGA

CTG

Leu

CGA

.Arg

105
CAG

Gln

GCC

Ala

TCT

Ser

AGTTTCAAAG GCCACCAGGC TCCCAAGA

CCT
Pro
90

GAC
Asp

ACC

Thr

TCA

Ser

CTG

Leu

13

TCC

Ser

CTC

Leu

AGT

Ser

CTC

Leu

CAG
Gln

155

CAA AAT

Gln Asn

CTC CAT

Leu His

GGC CTG
Gly Leu
128
TAC TCC
Tyr. Ser
140
GAC ATT

Asp lle

GTG

Val

CTG

Leu

110

CAG

Gln

ACA

Thr

CTT

Leu

CTG
Leu
95

CTG

Leu

AAG
Lys

GAG

Glu

CAA

Gln

80
CAG

Gln

GCC
Ala

CCA

Pro

GTG

Val

CAG

Gln -

160

165
GGGAAGAAAC
CATTCATTTC
CTCAAGTTAT
CACCTAGTTC
TCCGGGTACA
GGATGGGTAG
ACACACAGCT
TTCTATTTTG
GGATGAGGAA
ACCTAATTTT
TAGCGETCAA

AACACGTTTG

CTTGGCTTCC
TCTCCCTCCf
CCACACAACT
TTCAGCAAGT
TGTTCCTCCG
AGCCTTTGGG
GGAAACTCCC
GATGGATCTG
GGCTCCTGGG
TGAGTGACTG
GATTGACCTC

CAGCGGCATT

AGGGGTCTTC
GTAGACCACC
TCATGAGCAC
AGAGATAAGA
TGGGTACACG
CTGTCTCAGA
AAGCAGCACA
AAGCAAGGCA
GTGCTGCTTT
GAAGGAAGGT
TGGTGACTGG
GCCGGGAGCA

4 “
G

AGGAGAAGAG
CATCCAAAGG
AAGGAGGGGC
GCCATCCCAT
CTTCGCTGCG
GTCTTTGGGA
CGATGGAAGC
TCAGCTTTTT
CAATCCTATT
TGGGATCTTC
TTTTGTTTCT

TAGGCTAGGT

AGCCATGTGC
CATGACTCCA
CAGCCTGCAG
CCCCTCCATG
GCCCAGGAGA
GCACCGTGAA
ACTTATTTAT
CAGGCTTTGG
GATGGGTCTG
CAAACAAGAG
ATTGTGACTG

TATTATCAAA

344

392

440

488

536

988

648
708 |
768
828
888
948

1008

1068

1128

1188

12438

1308



AGCAGATGAA
TTAGAGGGAG

TCTGAAAGGG
ACAAAGGAGT

AAGCTACAGG
GACAGTGAGC
CTCACAATGC
TTGGTTCATC
GGGAATGAGA
GCCAGGGCCC
CTTGGGTTTT
GAGAGGACAC
CTGTCTGGTG
TCCCTGTGGT
GAAGTACAGT
GGGGAACCCT
CACTCCTATG
TCCAAAATGC
TTTGAGTATA
ATTTATATTT
AATAACGTTG
CTCAAAAACC
AGCTTATACC
TGAAGTGTGC

GTGCTAAGAG
BRIES :

BIADKS

TTTTGTCAAG
GGTGAAGGAT

TGAGGCATTT
TGACTCTTTC

CCTTTTGTTG
CCCAAGAAAA
GTTTCTTAAG
CAAAGTAGAA
AATCACTTAG
CAGGCCAGGC
TCCATCACCC
TTGATGGAAA
CTGTGAGCTA
TAGACCCTAC
GCTGTCTTCA
GCTTGCAGTC
GTAGCACACT
TTGGGACTAG
TATAAAATGA
CATAATACCG
TATGCATGAA
TTGGGGTTTT
TAAAACCATA
CCTTCCAGCC

AGGAGTTGGA

3

: 10038 E 4

IR
BB . —AKH

bROov-—

t BEEIR

B Z oFEHH - cDNA

o >k -

TGTAATATGT
CCGGAAGTGT
TCTTACCTCT
CGGAACATTT
GCATATTGCT
GGGTCCCTGG
CAGGTAGACG
CCCTGTCTCC
CAGATGGTCC
TGCCAGAATT
CTGCACCCTA
GCAATACACT
GAGAAGCTCA
TCGCGGCGGT
ACAGGTGTGA
TATTGCATTT
GTTGACAATA
AAGAGTTTTG
GATATCTTGG
TATAGACACT
AGACGTTTTT
GGAGCAGTTT
ATGGCAAACA
AGGTCATACC

GGTAGATTTT

ATCTATGTGC
TCTCTGAATT
GTGGCCACAT
GGAGTGTACC
GAGCTCAGGG
TGTAGATCTC
TTTGCATGCC
CACCCATTCT
TGAGCCCTGG
GCCCTTCGGG
TGTCACCATC
TTAAGACTGA
CCACATACAT
GTACTCCACC
AAGAACCTGA
ACATACCGCA
GGACAAGGGA
GATTTTAGAG
GGATGGGGCC
GCTTGAAGTG
ACAGCATGAA
GGATCTTGGG
GGCTGCAGGA
CTGTGGAGGT

GGAGGATCTG

46

ACCTGAGGGT
ACATATGTGT
AGTGTGGCTT
AGGCACCCTT
AGTGAGGGCC
CAAGGTTGTC
AATATGTGGT
GTGGGGAGTT
GCCAGCACTG
CTGGAGGATG
AAACTGGGGG
GCACAGTTTC
ATAAAAATCA
ACAGCAGCAC
GCTGAGGGTG
TTTCAGGGCA
TAGGGGTTGA
TCTTTTCAGG
CAAGTATAAA
TAGTTTTATA
CCTGTCTACT
TTTTCTGTTA
CCAGACTGGA
GAGCGGGATC

AGGGC

AGAGGATGTG
GGTAGGCTTT
TGTGAAAAGG
GGAGGGGCTA
CCACATTTGA
CAGGGTTGAT
TCTCATCTGA
TTGTTCCAGT
CTGAGGAAGT
AACAAAGGGG
GCAGATCAGT
6TGCTCAGCT
GAGGCTCATG
CGCACCGCTG
ACAGTGCCCA
CATTAGCATC
CTATCCCTTA
CATAGGTATA
CATGAAGTTC
CAGTGTTTTA
CATGCCAGCA
AGAGATGGTT
TCCTCAGCCC

AGGTTTTGTG

t hob cDNAZZ CNREEDX I VAF FEERT

1368
1428
1488
1548
1608
1668
1728

1788

18438

1908
1968
2028
2088
2148
2208
2268
2328
2388
2448
2508
2568

2628

2688

2748

2793



NAREFT 4 A NO
TYFEX:NO
I -
o7/ N <
R 51 O %
BEERTES : CD
FEMME : 46..546
A

S

NNNGNNGTTG CAAGGCCCAA GAAGCCCANN NTCCTGGGAA

GGA ACC CTG TGC GGA

Gly Thr Leu Cys Gly

CAA GCT GTG CCC ATC

Gln Ala Val Pro Ile

‘20

AAG ACA ATT GTC ACC

Lys Thr Ile Val Thr
40

TCC TCC AAA CAG AAA

Ser Ser Lys Gln Lys

55
CCC ATC CTG ACC TTA
Pro Ile Leu Thr Leu
70
CAG ATC CTC ACC AGT
Gln Ile Leu Thr Ser

89

T7C

Phe

CAA
Gln

25
AGG

Arg

GTC

Val

TCC

Ser

ATG

Met

TTG
Leu

10
AAA

Lys

-ATC

Ile

ACC

Thr

AAG

Lys

CCT
Pro

90

TGG

Trp

GTC

Val

AAT

Asn

GGT

Gly

ATG
Met

75
TCC

Ser

CTT

Leu

CAA

Gln

GAC

Asp

T1G
Leu

60
GAC

Asp

AGA

Arg

TGG

Trp

GAT

Asp

ATT
Ile

45
GAC

Asp

CAG

Gln

AAC

Asn

cce

Pro

GAC
Asp

30
TCA

Ser

TTC

Phe

ACA

Thr

GTG

Val

GGAAA ATG CAT TGG

TAT
Tyr

15
ACC

Thr

CAC

His

ATT

Ile

CTG

Leu

ATC
Ile

9%

Met His Trp

CTT

Leu

AAA

Lys

ACG

Thr

CCT

Pro

GCA
Ala

80
CAA

Gln

1
TTC

Phe

ACC

Thr

CAG

Gln

666
Gly

65
GTC

Val

ATA

Ile

TAT

Tyr

CTC

Leu

TCA
Ser

50
CTC

Leu

TAC

Tyr

TCC

Ser

GTC

Val

ATC
Ile

35
GTC

Val

CAC

His

CAA

GIn

AAC

Asn

102

150

198

246

294

342



GAC
Asp
100
AGC

Ser

GGG

Gly

AGC

Ser

AGC

Ser

TAAGGGAAGG AACTCTGGTT TCCAGGTATC TCCAGGATTG AAGAGCATTG CATGGACACC
CCTTATCCAG GACTCTGTCA ATTTCCCTGA CTCCTCTAAG CCACTCTTCC AAAGG
BAEZEES : 22

CTG

Leu

TGC

Cys

GGT

Gly
AGG

Arg

CCT
Pro

165

GAG

Glu

CAC

His

GTC

Val

CTG
Leu
150

GGG

Gly

AAC

Asn

TTG

Leu

CTG
Leu
135
CAG

Gln

TGC

Cys

CTC

Leu

ccc
Pro
120
GAA

Glu

GGG

Gly

CGG
Arg
105
TGG

Trp

GCT

Ala

TCT

Ser

GAT

Asp

GCC

Ala

TCA

Ser

CTG

Leu

CTT

Leu

AGT

Ser

GGC

Gly

CAG

Gln.

1595

CTT

Leu

GGC

Gly

TAC
Tyr

140

GAC

Asp

CAC

His

CTG
Leu
125
TCC

Ser

ATG

Met

GTG
Val
110
GAG

Glu

ACA

Thr

CTG

Leu

CTG

Leu

ACC

Thr

GAG

Glu

TGG

Trp

TGAGGCCTT GAAGGTCACT CTTCCTGCAA

B0k : 414E E 5
B DA - KE
HOB : ZAH
fMRoY-—-: BHRK

K3 0EE
fis o £

: DNA (genomic)

GCC

Ala

TTG

Leu

GTG

Val

CAG

Gln

160

TTC

Phe

GAC

Asp

GTG
Val
145
CTG

Leu

TCT

Ser

AGC
Ser
130
GCC

Ala

GAC

Asp

GGACTNACGT

17V >oa— KR, BLUE1I ALY by ostEs

NARET 4 H NV NO

T7F X :NO

B -
£G4 e b
851 0 5 B
REERTES : CDS
BUHE 36 181

[“_,\

AAG
Lys
115

CTG

Leu

CTG
Leu
CTC

Leu

390

438

486

534

585

645

700

1TV VO I-FEIANLEFE2EE bobEEFO—F5H. &



B 51 O 55 B
BREUErEIXLE:F1A b0 YoSHEE
FENE - 182..414

B 5 O 5

K EETEE : HOB 1gF DNAT S A v — MERShit hob@ETF 05T —

R H 51
FEME : 11..28
B 5 05 &

BErEITRE  HOB 1gR 7S AT —RERSIhEZ bobBEEHEFOA > bO Y

D B 51
FENE - 241..260
B 31
GGTTGCAAGG CCCAAGAAGC CCATCCTGGG -AAGGAAA ATG CAT TGG GGA ACC CTG
| Met His Trp Gly Thr Leu
1 5
TGC GGA TTC TTG TGG CTT TGG CCC TAT CTT TTC TAT GTC CAA GCT GTG
Cys Gly Phe Leu Trp Leu Trp Pro Tyr Leu Phe Tyr Val Gln Ala Val
10 15 20

CCC ATC CAA AAA GTC CAA GAT GAC ACC AAA ACC CTC ATC AAG ACA ATT:
Pro Ile Gln Lys Val Gln Asp Asp'Thr Lys Thr Leu Ile Lys Thr Ile

25 30 ' - 35
GTC ACC AGG ATC AAT GAC ATT TCA CAC ACG GTAAGGAGAG TATGCGGGGA
Val Thr Arg Ile Asn Asp lle Ser His Thr

40 % 45

CAAAGTAGAA CTGCAGCCAG CCCAGCACTG GCTCCTAGTG GCACTGGACC CAGATAGTCC .

AAGAAACATT TATTGAACGC CTCCTGAATG CCAGGCACCT ACTGGAAGCT GAGAAGGATT
TTGGATAGCA CAGGGCTCCA CTCTTTCTGG TTGTTTCTTN TGGCCCCCTC TGCCTGCTGA

GATNCCAGGG GTTAGNGGTT CTTAATTCCT AAA

3%

103

151

201

261

321

381

414



BRIES : 4 \
BAOES :801EEXN
IR - ZE
Ho#W: ZK#H
rRO Y- BEHEHRK
% Z o FEEH : DNA (genomic)
ﬂ@%%:%14ybu>mnﬁﬁ,%ZIayy@:-FEﬂ‘E;UHhJ
_KEAXADE hobEETF OB
NAKEF 4 Az NO :
FUFEY RN
B |
E%4 e b
[RINOE S
BEERTES : CDS
FLEE : 291..648
8 51 0 15 2%
BEzERIES :H14>bO>os
FEAE - 1..290
RAOBE
BB ERTES  H0B 1F 7S AT —AERSNEL hobEEFOA Y b OY
D E 5
FEME : 250..269
[RAR2E -
Kk E TS HOB 2gR DNAF S AT —NEREh ikt hobEEFDIFI—
k& 51
FEIESE - 707..728
[l]
CTGGTTCTTT CAGGAAGAGG CCATGTAAGA GAAAGGAATT GACCTAGGGA AAATTGGCCT 60

GGGAAGTGGA GGGAACGGAT GGTGTGGGAA AAGCAGGAAT CTCGGAGACC AGCTTAGAGG 120



CTTGGCAGTC ACCTGGGTGC AGGANACAAG GGCCTGAGCC AAAGTGGTGA GGGAGGGTGG 180

AAGGAGACAG CCCAGAGAAT GACCCTCCAT GCCCACGGGG AAGGCAGAGG GCTCTGAGAG 240

CGATTCCTCC CACATGCTGA GCACTTGTTC TCCCTCTTCC TCCTNCATAG CAG TCA 296
Gln Ser
1
GTC TCC TCC AAA CAG AAA GTC ACC GGT TTG GAC TTC ATT CCT GGG CTC 344

Val Ser Ser Lys Gln Lys Val Thr Gly Leu Asp Phe Ile Pro Gly Leu

CAC CCC ATC CTG ACC TTA TCC AAG ATG GAC CAG ACA CTG GCA GTC TAC 392
His Pro Ile Leu Thr Leu Ser Lys Met Asp Gln Thr Leu Ala Val Tyr
20 25 ' 30

CAA CAG ATC CTC ACC AGT ATG CCT TCC AGA AAC GTG ATC CAA ATA TCC 440
Gln Gln Ile Leu Thr Ser Met Pro Ser Arg Asn Val Ile Gln Ile Ser

35 0 45 50
AAC GAC CTG GAG AAC CTC CGG GAT CTT CTT CAC GTG CTG GCC TTC TCT | 488
Asn Asp Leu Glu Asn Leu Arg Asp Leu Leu His Val Leu Ala Phe Ser

58 60 65
AAG AGC TGC CAC TTG CCC TGG GCC AGT GGC_CTG GAG ACC TTG GAC AGC 536
Lys Ser Cys His Leu Pro Trp Ala Ser Gly Leu Glu Thr Leu Asp Ser
70 . T8 80
CTG GGG GGT GTC CTG GAA GCT TCA GGC TAC TCC ACA GAG GTG GTG GCC 584
Leu Gly Gly Val Leu Glu Ala Ser Gly Tyr Ser Thr Glu Val'Val Ala
85 _ 90 ' 95
CTG AGC AGG CTG CAG GGG TCT CTG CAG GAC ATG CTG TGG CAG CTG GAC 632
Leu Ser Arg Leu Gln Gly Ser Leu Gln Asp Met Leu Trp Gln Leu Asp
100 105 110

CTC AGC CCT GGG TGC T GAGGCCTTGA AGGTCACTCT TCCTGCAAGG ACTACGTTAA 688
Leu Ser Pro Gly Cys |

115

GGGAAGGAAC TCTGGCTTTC CAGGTATCTC CAGGATTGAA GAGCATTGCA TGGACACCCC 748
TTATCCAGGA CTCTGTCAAT TTCCCTGACT CCTCTAAGCC ACTCTTCCAA AGG 801

.
v .L



