<110>

<120>
<130>
<160>
<170>
<210>
<211>

<212>
<213>

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

<400>

51 426 K.ST25
SEQUENCE LISTING

PAION Deutschland GmbH

Inserm Transfer

Treatment of neurological or neurodegenerative disorders
51 426 K

7

pPatentIn version 3.3

1

82

PRT ]

Homo sapiens

Kringle DOMAIN

(1)..(82)
t-PA_kringle 1
1

gys Tyr Glu Asp Gln Gly Ile Ser Tyr Arg Gly Thr Trp ser Thr Ala

5 10 15

Glu ser Gly Ala Glu Cys Thr Asn Trp Asn Ser Ser Ala Leu Ala GlIn

20 25 30

Lys Pro ;gr ser Gly Arg Arg Pro Asp Ala Ile Arg Leu Gly Leu Gly

40 45

Asn His Asn Tyr Cys Arg Asn Pro Asp Arg Asp Ser Lys Pro Trp Cys

50

55 60

Tyr val Phe Lys Ala Gly Lys Tyr Ser Ser Glu Phe Cys Ser Thr Pro

65

Ala Cys

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

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

<400>

70 75 80

2

82

PRT

homo sapiens

Kringle DOMAIN

(1)..(82)
t-PA_kringle 2
2

Cys Tyr Phe Gly Asn Gly Ser Ala Tyr Agg Gly Thr His Ser Leu Thr
1 5 1

15
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Glu Ser
Lys val

Lys His
50

His val
65

ser Cys

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

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

<400>
Cys Tyr
1

Glu Ser
Arg Thr

Asn His
50

Tyr val
65

val Cys

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

<220>
<221>
<222>
<223>
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Gly Ala Ser Cys Leu Pro Trp Asnh Ser Met

20 25

Tyr Thr Ala GIn Asn Pro Ser Ala Gln Ala

35 40

Asn Tyr Cys Arg Asn Pro Asp Gly Asp 28a
55

Leu Lys Asn Arg Arg Leu Thr Trp Glu
70 75

3

82

PRT

Desmodus rotundus

Kringle DOMAIN

(1)..(82) )

kringle domain of DSPA alpha
3

Glu Gly GlIn Gly val Thr Tyr
5
Arg val Glu Cys Ile Asn Trp
20 25

Tyr Asn Gly Arg Met Pro Asp
35 40

Asn Tyr Cys Arg Asn Pro Asn
55

ITle Lys Ala Ggy Lys Phe Thr
7

4

353

PRT

Rattus norvegicus

1

Arg

10

Asn

Ala

Ser

Gly

Ser

Phe

Ala

Glu
75

Tyr

Thr

ser

Asn

Pro

60

ser

Ile

Leu

45

Lys

cys

Trp

Leu

Leu

45

Lys

Cys

N-terminal sequence without signal peptide

(1)..(353)

as 19 to 371 of rat NR1-1la (NP_058706.1)

Seite 2

Leu
30
Gly

Pro

Asp

Ser
Leu
30

Gly

Pro

ser

Ile

Leu

Trp

val

Thr

15

Thr

Leu

Trp

val

Gly

Gly

Cys

Pro
80

Ala

Arg

Gly

cys

Pro
80



<400>

Arg Ala Ala
1

Thr

Lys

His

Ile

65

Asn

Arg

Lys

Gln

Ile

145

Arg

Leu

Ala

Asp

ser

225

Leu

Lys

Arg

Arg

Asp

Ile

ser

Ser

130

Ile

Leu

Gln

Arg

Ala

210

Gly

Arg

Asn

Lys

His

35

Pro

ser

His

Pro

Ile

115

ser

Leu

Glu

Phe

Glu

195

Ala

Tyr

Tyr

Glu

Cys

His

20

Gly

Asn

Gln

Phe

val

100

His

val

Leu

Thr

Asp

Leu

Thr

val

Ala

ser
260

Asp
5
Glu
Ser
Ala
val
Thr
85
Leu
Leu
Trp
val
Leu
165
Pro
Glu
val
Trp
Pro

245

Ala

Pro

Gln

Trp

Ile

TYyr

70

Pro

Gly

ser

Phe

Ser

150

Leu

Gly

Ala

Tyr

Leu

230

Asp

His

Lys

Met

Lys

Gln

55

Ala

Thr

Leu

Phe

Asp

Glu

Thr

Arg

Arg

val

Gly

Ile

Ile

Phe

Ile

40

Met

Ile

Pro

Thr

Leu

120

Met

Asp

Glu

Lys

val

200

Ala

Gly

Ile

ser
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val Asn Ile Gly

Arg

25

Gln

Ala

Leu

val

Thr

105

Arg

Met

His

Arg

Asn

185

Ile

Ala

Glu

Ile

265

10

Glu

Leu

Leu

val

ser

90

Arg

Thr

Arg

Glu

Glu

170

val

Ile

Ala

Arg

Gly
250

Ala

Asn

Ser

ser

75

Tyr

Met

val

val

Thr

Leu

Met

Glu

Leu

val

Ala

val

60

His

Thr

ser

Pro

Tyr

140

Arg

Lys

Ala

ser

Leu

220

Ile

Gln

Ala val Gly

Seite 3

Ala

Asn

Thr

45

cys

Pro

Ala

Pro

125

Asn

Ala

Ala

Leu

Ala

205

Asn

Ser

Leu

val

val

GlIn

30

ser

Glu

Pro

Gly

Tyr

110

Tyr

Trp

Ala

Glu

Leu

190

ser

Met

Gly

Ile

val
270

Leu

15

Ala

val

Asp

Thr

Phe

95

ser

ser

Asn

Gln

Lys

Met

Glu

Thr

Asn

Asn

255

Ala

Ser

Asn

Thr

Leu

Pro

80

Tyr

Asp

His

His

Glu

Asp

Gly

Ala

240

Gly

G1n



Ala

Gly

Arg

Glu

Asn

His

val

cys

290

val

Phe

Leu

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

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

<400>

5
3

His

275

val

Leu

Asn

GlIn

53

PRT .
homo sapiens

Glu

Met

Glu

Asn
340

Leu

Asn

ser

ASp

325

Arg

Leu

Thr

ser

310

Gly

Lys

Glu

Asn

295

Lys

Asp

Leu

LyS

280

Ile

Tyr

Arg

val

51 426 K.ST25

Glu Asn Ile Thr Asp Pro

285

Trp Lys Thr Gly Pro Leu

300

Ala Asp Gly val Thr Gly

315

Lys Phe Ala Asn Tyr Ser

330

G1ln val Gly Ile Tyr Asn

345

350

N-terminal sequence without sequence peptide

(1)..(353)

as 19 to 371 of human

5

Arg Ala Ala Cys

1

Thr

Lys

His

Ile

65

Asn

Arg

Lys

Arg

Arg

Lys

50

ser

Asp

ser

Lys

His

35

Pro

ser

His

Pro

Ile

His

20

Gly

Asn

GIn

Phe

val

100

His

Asp
5
Glu
Ser
Ala
val
Thr
85

Leu

Leu

Pro

Gln

Trp

Ile

Tyr

70

Pro

Gly

Ser

Lys

Met

Lys

GlIn

55

Ala

Thr

Leu

Phe

NR1-1 (NP_000823.4)

Ile

Phe

Ile

40

Met

Ile

Pro

Thr

Leu

val

Arg

25

Gln

Ala

Leu

val

Thr

105

Arg

Asn Ile
10

Glu Ala

Leu Asn

Leu Ser

val ser
75

ser Tyr
90

Arg Met

Thr val
Seite 4

Gly

val

Ala

val

60

His

Thr

ser

Pro

Ala val

Asn Gln
30

Thr Ser
45

Cys Glu

Pro Pro

Ala Gly

Ile Tyr

110

Pro Tyr

Pro

Phe

Arg

Leu

15

Ala

val

Asp

Thr

Phe

95

Ser

ser

Arg

Lys

val

320

Met

Thr

Ser

Asn

Thr

Leu

Pro

80

Tyr

Asp



GlIn

Ile

145

Arg

Leu

Ala

Asp

ser

225

Leu

Lys

Ala

Gly

Asn

Ser

130

Ile

Leu

Gln

Arg

Ala

210

Gly

Arg

Asn

val

Cys

290

val

Phe

Leu

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

115

Ser val

Leu Leu

Glu Thr

Phe Asp

Glu Leu

195

Ala Thr

Tyr val

Tyr Ala

Glu Ser

260

His Glu
275

val Gly

Leu Met

Asn Glu

GIln Asn

340

6
1059
DNA

rattus norvegicus

Trp

val

Leu

165

Pro

Glu

val

Trp

Pro

245

Ala

Leu

Asn

Ser

Asp

325

Arg

Phe

Ser

150

Leu

Gly

Ala

Tyr

Leu

230

Asp

His

Leu

Thr

Ser

310

Gly

Lys

Asp

Glu

Thr

Arg

Arg

val

Gly

Ile

Glu

Asn

295

Lys

Asp

Leu

120

Met

Asp

Glu

Lys

val

200

Ala

Gly

Ile

Ser

Lys

Ile

Tyr

Arg

val

51 426 K.ST25

Met Arg val Tyr
140

His

Arg

AsSn

185

Ile

Ala

Glu

Ile

265

Glu

Trp

Ala

Lys

Gln
345

Glu

Glu

170

val

Ile

Ala

Arg

Gly

Ala

Asn

Lys

Asp

Phe

330

val
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Thr

Leu

Met

Glu

Leu

val

Ile

Thr

Gly

Arg

Lys

Ala

Ser

Leu

220

Gln

Gly

Thr

Asn

Ile

125

ser

Ala

Ala

Leu

Ala

205

Asn

ser

Leu

val

285

Pro

Thr

Tyr

Tyr

Trp

Ala

Glu

Leu

190

Ser

Met

Gly

Ile

val

270

Pro

Leu

Gly

sSer

Asn
350

Asn

Gln

Lys

175

Met

Glu

Thr

Asn

Asn

255

Ala

Pro

Phe

Arg

Ile

335

Gly

His

Lys

val

Asp

Gly

Ala

240

Gly

Gln

Arg

Lys

val

320

Met

Thr
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<220>

<221> N-terminal_domain_without_signal_sequence

<222> (1)..(1059)

<223> nt 320 - 1378 of NM_017010.1] Rattus norvegicus glutamate
receptor, ionotropic, N-methyl D-aspartate 1 (Grinl), mRNA

<400> 6

cgcgecgect gcgaccccaa gatcgtcaac atcggcgcgg tgctgagcac gcgcaagcat 60

gaacagatgt tccgcgaggc agtaaaccag gccaataagc gacacggctc ttggaagata 120

cagctcaacg ccacttctgt cacccacaag cccaacgcca tacagatggc cctgtcagtg 180

tgtgaggacc tcatctctag ccaggtctac gctatcctag ttagccaccc gcctactccc 240

aacgaccact tcactcccac ccctgtctcc tacacagctg gcttctacag aatccctgtc 300

ctgggactga ctacccgaat gtccatctac tctgacaaga gtatccacct gagtttcctt 360

cgcacggtgc cgccctactc ccaccagtcc agcgtctggt ttgagatgat gcgagtctac 420

aactggaacc acatcatcct gctggtcagc gacgaccacg agggacgggc agcgcagaag 480

cgcttggaga cgttgctgga ggaacgggag tccaaggcag agaaggtgct gcagtttgac 540

ccaggaacca agaatgtgac ggctctgctg atggaggccc gggaactgga ggcccgggtc 600

atcatccttt ctgcaagcga ggacgacgct gccacagtgt accgcgcagc cgcaatgctg 660

aacatgacgg gctctgggta cgtgtggctg gtcggggaac gcgagatctc tgggaacgcc 720

ctgcgctacg ctcctgatgg catcatcgga cttcagctca tcaatggcaa gaatgagtca 780

gcccacatca gtgacgccgt gggcgtggtg gcacaggcag ttcacgaact cctagagaag 840

gagaatatca ctgacccacc gcggggttgc gtgggcaaca ccaacatctg gaagacagga 900

ccattgttca agagggtgct gatgtcttct aagtatgcgg acggagtgac tggccgtgtg 960

gaattcaatg aggatgggga ccggaagttt gccaactata gtatcatgaa cctgcagaac 1020

cgcaagctgg tgcaagtggg catctacaat ggtacccat 1059

<210> 7

<211> 1059

<212> DNA

<213> homo sapiens

<220> . . .

<221> N-terminal_sequence_without_signal_peptide

<222> (1)..(1059) .

<223> nt 388 - 1442 of NM_000832.5, Homo sapiens glutamate receptor,
jonotropic, N-methyl D-aspartate 1 (GRIN1), transcript variant
NR1-1, mMRNA

<400> 7

cgtgccgegt gcgaccccaa gatcgtcaac attggcgcgg tgctgagcac gcggaagcac 60

gagcagatgt tccgcgaggc cgtgaaccag gccaacaagc ggcacggctc ctggaagatt 120

cagctcaatg ccacctccgt cacgcacaag cccaacgcca tccagatggc tctgtcggtg 180

tgcgaggacc tcatctccag ccaggtctac gccatcctag ttagccatcc acctaccccc 240

aacgaccact tcactcccac ccctgtctcc tacacagccg gcttctaccg catacccgtg 300
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ctggggctga
cgcaccgtgce
agctggaacc
cgcctggaga
ccagggacca
atcatccttt
aacatgacgg
ctgcgctacg
gcccacatca
gagaacatca
ccgctctteca
gagttcaatg

cgcaagctgg

ccacccgcat
cgccctactce
acatcatcct
cgctgectgga
agaacgtgac
ctgccagcga
gctccgggta
ccccagacgg
gcgacgccgt
ccgacccgec
agagagtgct
aggatgggga
tgcaagtggg

gtccatctac
ccaccagtcc
gctggtcagce
ggagcgtgag
ggccctgetg
ggacgatgct
cgtgtggctg
catcctcggg
gggcgtggtg
gcggggctge
gatgtcttcc
ccggaagttc

catctacaat

51 426 K.ST25

tcggacaaga
agcgtgtggt
gacgaccacg
tccaaggcag
atggaggcga
gccactgtat
gtcggcgagce
ctgcagctca
gcccaggecg
gtgggcaaca
aagtatgcgg
gccaactaca

ggcacccac

Seite 7

gcatccacct
ttgagatgat
agggccgggc
agaaggtgct
aagagctgga
accgcgcagce
gcgagatctc
tcaacggcaa
tgcacgagct
ccaacatctg

atggggtgac

gcatcatgaa

gagcttcctg
gcgtgtctac
ggctcagaaa
gcagtttgac
ggcccgggtce
cgcgatgctg
ggggaacgcc
gaacgagtcg
cctcgagaag
gaagaccggg
tggtcgegtg

cctgcagaac

360
420
480
540
600
660
720
780
840
900
960
1020
1059



