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1
445
PRT

Homo sapiens

MISC_FEATURE
N-297 glycosylation site

1

Gln Val Gln Leu

1

Thr

Asp

Trp

Leu

65

Ser

Leu

Tyr

Ile

50

Lys

Leu

Ser Leu
20

Tyr Trp

35

Gly His

Ser Arg

Lys Leu

Gln

Thr

Thr

Ile

Leu

Ser
85

Glu

Cys

Trp

Tyr

Thr

70

Ser

Ser

Thr

Ile

Tyr

55

Ile

Val

Gly

Val

Arg

40

Ser

Ser

Thr

Pro

Ser

25

Gln

Gly

Ile

Ala

Gly

10

Gly

Ser

Asn

Asp

Ala
90

Leu

Gly

Pro

Thr

Thr

75

Asp

Val

Ser

Gly

Asn

60

Ser

Thr

Lys

Val

Lys

45

Tyr

Lys

Ala

Pro

Ser

30

Gly

Asn

Thr

Ile

Ser

15

Ser

Leu

Pro

Gln

Tyr
95

Glu

Gly

Glu

Ser

Phe

80

Tyr



Cys

Thr

Pro

Gly

145

Asn

Gln

Ser

Ser

Cys

225

Phe

Val

Phe

Pro

Thr
305

Val

Met

Leu

130

Cys

Ser

Ser

Asn

Asn

210

Pro

Pro

Thr

Asn

Arg

290

Val

Arg

Val

115

Ala

Leu

Gly

Ser

Phe

195

Thr

Pro

Pro

Cys

Trp

275

Glu

Val

Asp

100

Thr

Pro

Val

Ala

Gly

180

Gly

Lys

Cys

Lys

Val

260

Tyr

Glu

His

Arg

Val

Cys

Lys

Leu

165

Leu

Thr

Val

Pro

Pro

245

Val

Val

Gln

Gln

Val

Ser

Ser

Asp

150

Thr

Tyr

Gln

Asp

Ala

230

Lys

Val

Asp

Phe

Asp
310

Thr

Ser

Arg

135

Tyr

Ser

Ser

Thr

Lys

215

Pro

Asp

Asp

Gly

Asn

295

Trp

Gly

Ala

120

Ser

Phe

Gly

Leu

Tyr

200

Thr

Pro

Thr

Val

Val

280

Ser

Leu

Ala

105

Ser

Thr

Pro

Val

Ser

185

Thr

Val

Val

Leu

Ser

265

Glu

Thr

Asn

Phe

Thr

Ser

Glu

His

170

Ser

Cys

Glu

Ala

Met

250

His

Val

Phe

Gly

Asp

Lys

Glu

Pro

155

Thr

Val

Asn

Arg

Gly

235

Ile

Glu

His

Arg

Lys
315

Ile

Gly

Ser

140

Val

Phe

Val

Val

Lys

220

Pro

Ser

Asp

Asn

Val

300

Glu

Trp

Pro

125

Thr

Thr

Pro

Thr

Asp

205

Cys

Ser

Arg

Pro

Ala

285

Val

Tyr

Gly

110

Ser

Ala

Val

Ala

Val

190

His

Cys

Val

Thr

Glu

270

Lys

Ser

Lys

Gln

Val

Ala

Ser

Val

175

Pro

Lys

Val

Phe

Pro

255

Val

Thr

Val

Cys

Gly

Phe

Leu

Trp

160

Leu

Ser

Pro

Glu

Leu

240

Glu

Gln

Lys

Leu

Lys
320



Val

Thr

Arg

Gly

Pro

385

Ser

Gln

His

Ser

Lys

Glu

Phe

370

Glu

Phe

Gly

Tyr

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

<400>

Asn

Gly

Glu
355

Tyr

Asn

Phe

Asn

Thr
435

214
PRT
Homo

2

Asp Ile Gln

1

Asp Arg Val

Leu Asn Trp

35

Tyr Asp Ala

Lys

Gln

340

Met

Pro

Asn

Leu

Val

420

Gln

Gly

325

Pro

Thr

Ser

Tyr

Tyr

405

Phe

Lys

sapiens

Met

Thr

20

Tyr

Ser

Thr

5

Ile

Gln

Asn

Leu

Arg

Lys

Asp

Lys

390

Ser

Ser

Ser

Gln

Thr

Gln

Leu

Pro

Glu

Asn

Ile

375

Thr

Lys

Cys

Leu

Ser

Cys

Lys

Glu

Ala

Pro

Gln

360

Ala

Thr

Leu

Ser

Ser
440

Pro

Gln

Pro

40

Thr

Pro

Gln

345

Val

Val

Pro

Thr

Val

425

Leu

Ser

Ala
25

Gly

Ile

330

Val

Ser

Glu

Pro

Val

410

Met

Ser

Ser

10

Ser

Lys

Val

Glu

Tyr

Leu

Trp

Met

395

Asp

His

Pro

Leu

Gln

Ala

Pro

Lys

Thr

Thr

Glu

380

Leu

Lys

Glu

Gly

Ser

Asp

Pro

Ser

Thr

Leu

Cys

365

Ser

Asp

Ser

Ala

Lys
445

Ala

Ile

Lys

45

Arg

Ile

Pro

350

Leu

Asn

Ser

Arg

Leu
430

Ser

Ser

30

Leu

Phe

Ser

335

Pro

Val

Gly

Asp

Trp

415

His

Val

15

Asn

Leu

Ser

Lys

Ser

Lys

Gln

Gly

400

Gln

Asn

Gly

Tyr

Ile

Gly



50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Ile Ala Thr Tyr Phe Cys Gln His Phe Asp His Leu Pro Leu
85 90 95

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

Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser Gly
115 120 125

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

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

Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
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 Gln Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205

Phe Asn Arg Gly Glu Cys
210

<210> 3

<211> 1416

<212> DNA

<213> Homo sapiens

<400> 3
atggacctcc tgtgcaagaa catgaaacac ctgtggttct tcctcctcct ggtggcagcet 60
cccagatggg tcctgtccca ggtacagctg caggagtcgg gcccaggact ggtgaagcect 120

tcggagaccc tgtccctcac ctgcactgtc tctggtggect ccgtcagcag tggtgattac 180



tactggacct
tacagtggga
acgtccaaga
tattactgtg
gtcaccgtct
aggagcacct
ccggtgacgg
gtcctacagt
ttcggcaccc
aagacagttg
ggaccgtcag
cctgaggtca
tggtacgtgg
aacagcacgt
aaggagtaca
tccaaaacca
gagatgacca
atcgccgtgg
atgctggact
tggcagcagg
acgcagaaga
<210> 4

<211> 711
<212> DNA
<213>

<400> 4

ggatccggca

acaccaatta
ctcagttctc
tgcgagatcg
cttcagctag
ccgagagcac
tgtcgtggaa
cctcaggact
agacctacac
agcgcaaatg
tcttcctett
cgtgcgtggt
acggegtgga
tccgtgtggt
agtgcaaggt
aagggcagcc
agaaccaggt
agtgggagag
ccgacggctc
ggaacgtctt

gcctctcecect

Homo sapiens

gtccccaggg

taacccctcc
cctgaagctg
agtgactggt
caccaagggc
agcggceccectg
ctcaggcgct
ctactccctc
ctgcaacgta
ttgtgtcgag
ccccccaaaa
ggtggacgtg
ggtgcataat
cagcgtcctc
ctccaacaaa
ccgagaacca
cagcctgacc
caatgggcag
cttcttcctc
ctcatgctcc

gtctccgggt

aagggactgg

ctcaagagtc
agttctgtga
gcttttgata
ccatcggtct
ggctgectgg
ctgaccagcg
agcagcgtgg
gatcacaagc
tgcccaccgt
cccaaggaca
agccacgaag
gccaagacaa
accgttgtgc
ggcctcccag
caggtgtaca
tgcctggtca
ccggagaaca
tacagcaagc
gtgatgcatg

aaatga

agtggattgg
gactcaccat
ccgctgegga
tctggggcca
tccccctggce
tcaaggacta
gcgtgcacac
tgaccgtgcc
ccagcaacac
gcccagcacc
ccctcatgat
accccgaggt
agccacggga
accaggactg
cccccatcga
ccctgccccc
aaggcttcta
actacaagac
tcaccgtgga

aggctctgca

acacatctat
atcaattgac
cacggccatt
agggacaatg
gccctgctcc
cttccccgaa
cttcccagct
ctccagcaac
caaggtggac
acctgtggca
ctcccggacc
ccagttcaac
ggagcagttc
gctgaacggc
gaaaaccatc
atcccgggag
ccccagcgac
cacacctccc
caagagcagg

caaccactac

atggacatga gggtccctge tcagctcctg gggectcctge tgectctgget ctcaggtgcec

agatgtgaca tccagatgac ccagtctcca tcctccctgt ctgcatctgt aggagacaga

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1416

60

120



gtcaccatca
aaaccaggga
ccatcaaggt
cagcctgaag
ggcggaggea
ccgccatctg
ttctatccca
tcccaggaga
ctgacgctga

cagggcctga

cttgccaggc
aagcccctaa
tcagtggaag
atattgcaac
ccaaggtgga
atgagcagtt
gagaggccaa
gtgtcacaga
gcaaagcaga

gctcgeccgt

gagtcaggac
actcctgatc
tggatctggg
atatttctgt
gatcaaacga
gaaatctgga
agtacagtgg
gcaggacagc
ctacgagaaa

cacaaagagc

atcagcaact
tacgatgcat
acagatttta
caacactttg
actgtggctg
actgcctctg
aaggtggata
aaggacagca
cacaaagtct

ttcaacaggg

atttaaattg
ccaatttgga
ctttcaccat
atcatctccc
caccatctgt
ttgtgtgect
acgccctcca
cctacagcct
acgcctgcecga

gagagtgtta

gtatcagcag
aacaggggtc
cagcagcctg
gctcgetttc
cttcatcttc
gctgaataac
atcgggtaac
cagcagcacc

agtcacccat

g

180

240

300

360

420

480

540

600

660

711



