GRIN1 ATD

== Enzymes that DO NOT MAP to this sequence:

AarlI
BbvCI
BstEII
Mfel
PciI

== Total Number of Hits per
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RsrIT

PR DR DR

BseYI
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Enzyme:

NEFEP WD PR
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HindIIT
NdeI
SgrDI
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Asel
BsrGI
KflI
Nhel
Spel

PspOMI
PspXI
Sapl
SexAT
TthlllT
Xhol
Xmal

BN R e

AvrIT
BstBI
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NotI
Xbal



Linear Map of Sequence:

61

121

181

BamHI start GRINI

\
ggatccgccaccatgagcaccatgcgectgctgacgcectecgecctgetgttctectgetece
cctaggcggtggtactcgtggtacgcggacgactgcgagcgggacgacaagaggacgagyg

N * N * N * N * N * N *

G s A T M S T MR L L T L A L L F S C S

BlpI

\
gtcgcccgtgccgecgtgcgaccccaagatcgtcaacattggecgecggtgectgagcacgecgg
cagcgggcacggcgcacgctggggttctagcagttgtaaccgcgccacgactecgtgegec

N * N * N * N * N * N *

v A R A A C D P K I V N I G A V L S T R

BssSI Pfol
\ \
aagcacgagcagatgttccgcgaggccgtgaaccaggccaacaagcggcacggctcectgg
ttcgtgctcgtctacaaggcgctceccggcacttggteccggttgttecgecgtgeccgaggacce
A *

N * N * N * N * N *

K H E 0 M F R E A V N QO A N K R H G S W

aagattcagctcaatgccacctccgtcacgcacaagcccaacgccatccagatggetetg
ttctaagtcgagttacggtggaggcagtgcgtgttcgggttgcggtaggtctaccgagac
A *

N * ) * N * A * N *

K 1T o L. N A T s Vv T H K P N A I O M A L

60

120

180

240



241

301

361

421

tcggtgtgcgaggacctcatctccagccaggtctacgccatecctagttageccatccacct
agccacacgctcctggagtagaggtcggtccagatgcggtaggatcaatcggtaggtgga

A * N * A * A * N * A *

s v ¢c £ D L I S s @ vy A I L VvV S H P P

NgoMIV

Krol

\
acccccaacgaccacttcactcccaccectgtectecctacacageecggcecttcectaccgceata
tgggggttgctggtgaagtgagggtggggacagaggatgtgtcggccgaagatggecgtat

A * ) * A * o) * A * o) *

T p N D H *F T P T P V S Y T A G F Y R I

BseYI BpulOI
\ \
cccgtgctggggcectgaccacccgcatgtccatctactcggacaagagcatccacctgagce
gggcacgaccccgactggtgggcecgtacaggtagatgagecctgttcectecgtaggtggacteg
A *

) * N * N * N * N *

p v L 6L T T R M SsSs I Y S D K s I H L S

ttcctgcgcaccgtgccgecctactcecccaccagtccagegtgtggtttgagatgatgegt
aaggacgcgtggcacggcgggatgagggtggtcaggtcgcacaccaaactctactacgeca

N * ) * A * o) * A * o) *

F L R T V P P Y S H O S S V W F E M M R

BssSI
\

300

360

420

480



481

541

601

661

721

gtctacagctggaaccacatcatcctgctggtcagcgacgaccacgagggccgggcggcet
cagatgtcgaccttggtgtagtaggacgaccagtcgctgctggtgctcccggeccgeccga
A * * *

A * A A * A A *

v ¥y s W N H I I L L Vv S D D H E G R A A

BsmBI
\
cagaaacgcctggagacgctgctggaggagcgtgagtccaaggcagagaaggtgctgcecag
gtctttgcggacctctgcgacgacctcctecgcactcaggttececgtectettceccacgacgte
A *

A * N * A * N * A *

Q K R L E T L L EE R E S K A E K V L Q0Q

PasI Xmal

\ \
tttgacccagggaccaagaacgtgacggccctgctgatggaggcgaaagagctggaggcec
aaactgggtccctggttcttgcactgccgggacgactaccteccgectttctcgaccteecgg

N * A * N * A * N * A *

F D P 6 T K NV T A L L M E A K E L E A

cgggtcatcatcctttctgccagcgaggacgatgctgeccactgtataccgecgcageccgeg
gcccagtagtaggaaagacggtcgctcctgctacgacggtgacatatggcgecgtcggecge

N * A * N * A * N * A *

R v 1 I L.S A S E D D A A T V Y R A A A

BtgzI BglII
\ \
atgctgaacatgacgggctccgggtacgtgtggctggtcggcgagecgcgagatctecgggg

tacgacttgtactgcccgaggcccatgcacaccgaccagceccgctcecgegectctagageccce
A * A * A * A * A * A *

540

600

660

720

780



781

841

901

961

M L N M T G S G Y V W L V G E R E I S G

aacgccctgcgctacgccccagacggcatcctecgggectgcagectcatcaacggcaagaac 840
ttgcgggacgcgatgcggggtctgeccgtaggagcccgacgtcgagtagttgeegttettyg

N * A * N * A * N * A *

N A L R Y A P D G I L G L ¢ L I N G K N

BssSI
ApalT Xhol
AU \
gagtcggcccacatcagcgacgccgtgggecgtggtggecccaggccgtgcacgagctecte 900
ctcagccgggtgtagtcgctgcggcacccgcaccaccgggteccggcacgtgectcgaggag

N * N * N * N * N * N *

E S A H I S D A V G V V A Q A V H E L L

EcoNI

\

gagaaggagaacatcaccgacccgccgcggggctgecgtgggcaacaccaacatctggaag 960
ctcttccectecttgtagtggctgggcggcgececccgacgcaccecgttgtggttgtagacectte

N * N * N * N * N * N *

E K E N T T D P P R G C V G N T N I W K

EarI
BbsI SapI BbsT
\ \ \

accgggccgctcttcaagagagtgctgatgtcttccaagtatgcggatggggtgactggt 1020
tggcccggcgagaagttctctcacgactacagaaggttcatacgcctaccccactgacca
A * A * A * A * A * A *

T 6 p L ¥F K R V L M S s K Y A D G V T G



1021

1081

1141

1201

BspHI

\
cgcgtggagttcaatgaggatggggaccggaagttcgccaactacagcatcatgaacctg
gcgcacctcaagttactcctacccctggcecttcaageggttgatgtecgtagtacttggac

* ) * N * N * N * N *

R v E F N E D G D R K F A N Y s I M N L

BspMI

\
cagaaccgcaagctggtgcaagtgggcatctacaatggcacccacgtcatccctaatgac
gtcttggcgttcgaccacgttcacccgtagatgttaccgtgggtgcagtagggattactyg

A * ) * A * o) * A * o) *

O N R K L V O V G I ¥ N G T H V I P N D

Xhol

PspXI

AbsI Acco6bI
\ \

aggaagatcatctggccaggcggagagacagagaagcctcgagggtaccagatgtccacc
tccttctagtagaccggtceccecgectcectectgtetettecggagetecccatggtctacaggtgg

* N * N * N * N * N *

R XK T I W P G G E T E K P R G Y QO M S T

agactgaagattgtgacgatccaccaggagcccttcgtgtacgtcaagcccacgctgagt
tctgacttctaacactgctaggtggtcctcgggaagcacatgcagttcgggtgcgactca

) * N * ) * N * A * N *

R L K 1 v T I H O E P F V Y V K P T L S

1080

1140

1200

1260



1261

1321

1381

1441

TthlllT

\
gatgggacatgcaaggaggagttcacagtcaacggcgacccagtcaagaaggtgatctgce
ctaccctgtacgttcctectcaagtgtcagttgeccgectgggtcagttecttccactagacyg

A * N * A * N * ) * N *

b ¢ T ¢ K B E F T V N G D P V K K V I C

PspOMI

\
accgggcccaacgacacgtcgccgggcagcccecccgceccacacggtgectcagtgttgetac
tggcccgggttgectgtgcagcggecccgtcgggggecggtgtgeccacggagtcacaacgatg

A * A *

A * A * A * A *

T 6 p N D T S P G S P R H T V P Q C C Y

BspMI ApalT

\ \
ggcttttgcatcgacctgctcatcaagctggcacggaccatgaacttcacctacgaggtyg
ccgaaaacgtagctggacgagtagttcgaccgtgcctggtacttgaagtggatgctccac

A *

N * A * N * ) * N *

G ¥ C I D L L I K L. AR T MNF T Y E V

SexAT

\

cacctggtggcagatggcaagttcggcacacaggagcgggtgaacaacagcaacaagaaqg

gtggaccaccgtctaccgttcaagccgtgtgtcecctecgeccacttgttgtecgttgttette
A *

N * ) * N * ) * N *

H L v A D G K F G T QQ E R V N N S N K K

NarI
BlpI KasI
\ AN\

1320

1380

1440

1500



1501

1561

1621

1681

1741

gagtggaatgggatgatgggcgagctgctcagcgggcaggcagacatgatcgtggegecg
ctcaccttaccctactacccgcectcgacgagtcgecccecgtececgtectgtactagcaccgcecgge
A * A * A * A * A * A *

E WNG MM G E L L S G Q A DM I V A P

BssHIT
BssHII
\ A
ctaaccataaacaacgagcgcgcgcagtacatcgagttttccaagceccttcaagtaccag
gattggtatttgttgctcgcgcgecgtcatgtagctcaaaaggttcgggaagttcatggtce
A *

N * N * A * N * A *

L T I N N E R A Q Y I E F S K P F K Y 0

ggcctgactattctggtcaagaaggagattccccggagcacgctggactcecgttcatgecag
ccggactgataagaccagttcttcctctaaggggecctcgtgecgacctgagcaagtacgte

* ) * N * A * N * A *

G . T 1 L v K K E I P R S T L D S F M Q

myc tag EarI HIS TAG
\
ccgttccagagcacagaacaaaaactcatctcagaagaggatctgcatcatcaccatcac
ggcaaggtctcgtgtcttgtttttgagtagagtcttctcctagacgtagtagtggtagtyg

A * A * A * A * A * A *

P F Q s T™ E Q K L I S E E D L H H H H H

AcTEV protease site Asp PDGF TM domain>>>

cacgaaaacctgtattttcagggcggcaacgctgtgggccaggacacgcaggaggtcatc
gtgcttttggacataaaagtcccgccgttgcgacacccggtectgtgegtectecagtag

1560

1620

1680

1740 *T modified

1800

by Furukawa



1801

1861

1921

N * N * N * N * N * N *

H E NL Y F Q G G N A V G Q D T Q E V I

gtggtgccacactccttgccecctttaaggtggtggtgatctcagccatecctggecctggtyg
caccacggtgtgaggaacgggaaattccaccaccactagagtcggtaggaccgggaccac

N * N * N * N * N * N *

v v p H S L P F K V Vv V I S A I L A L V

gtgctcaccatcatctcccttatcatcctcatcatgctttggcagaagaagccacgttag
cacgagtggtagtagagggaatagtaggagtagtacgaaaccgtcttcttcggtgcaatc

N * N * N * N * N * N *

v . T I I § L I I L I M L W Q K K P R *

1860

1920

1980



>GRIN1 ATD fusion protein
GGATCCGCCACCATGAGCACCATGCGCCTGCTGACGCTCGCCCTGCTGTTCTCCTGCTCCGTCGCCCGTG
CCGCGTGCGACCCCAAGATCGTCAACATTGGCGCGGTGCTGAGCACGCGGAAGCACGAGCAGATGTTCCG
CGAGGCCGTGAACCAGGCCAACAAGCGGCACGGCTCCTGGAAGATTCAGCTCAATGCCACCTCCGTCACG
CACAAGCCCAACGCCATCCAGATGGCTCTGTCGGTGTGCGAGGACCTCATCTCCAGCCAGGTCTACGCCA
TCCTAGTTAGCCATCCACCTACCCCCAACGACCACTTCACTCCCACCCCTGTCTCCTACACAGCCGGCTT
CTACCGCATACCCGTGCTGGGGCTGACCACCCGCATGTCCATCTACTCGGACAAGAGCATCCACCTGAGC
TTCCTGCGCACCGTGCCGCCCTACTCCCACCAGTCCAGCGTGTGGTTTGAGATGATGCGTGTCTACAGCT
GGAACCACATCATCCTGCTGGTCAGCGACGACCACGAGGGCCGGGCGGCTCAGAAACGCCTGGAGACGCT
GCTGGAGGAGCGTGAGTCCAAGGCAGAGAAGGTGCTGCAGTTTGACCCAGGGACCAAGAACGTGACGGCC
CTGCTGATGGAGGCGAAAGAGCTGGAGGCCCGGGTCATCATCCTTTCTGCCAGCGAGGACGATGCTGCCA
CTGTATACCGCGCAGCCGCGATGCTGAACATGACGGGCTCCGGGTACGTGTGGCTGGTCGGCGAGCGCGA
GATCTCGGGGAACGCCCTGCGCTACGCCCCAGACGGCATCCTCGGGCTGCAGCTCATCAACGGCAAGAAC
GAGTCGGCCCACATCAGCGACGCCGTGGGCGTGGTGGCCCAGGCCGTGCACGAGCTCCTCGAGAAGGAGA
ACATCACCGACCCGCCGCGGGGCTGCGTGGGCAACACCAACATCTGGAAGACCGGGCCGCTCTTCAAGAG
AGTGCTGATGTCTTCCAAGTATGCGGATGGGGTGACTGGTCGCGTGGAGTTCAATGAGGATGGGGACCGG
AAGTTCGCCAACTACAGCATCATGAACCTGCAGAACCGCAAGCTGGTGCAAGTGGGCATCTACAATGGCA
CCCACGTCATCCCTAATGACAGGAAGATCATCTGGCCAGGCGGAGAGACAGAGAAGCCTCGAGGGTACCA
GATGTCCACCAGACTGAAGATTGTGACGATCCACCAGGAGCCCTTCGTGTACGTCAAGCCCACGCTGAGT
GATGGGACATGCAAGGAGGAGTTCACAGTCAACGGCGACCCAGTCAAGAAGGTGATCTGCACCGGGCCCA
ACGACACGTCGCCGGGCAGCCCCCGCCACACGGTGCCTCAGTGTTGCTACGGCTTTTGCATCGACCTGCT
CATCAAGCTGGCACGGACCATGAACTTCACCTACGAGGTGCACCTGGTGGCAGATGGCAAGTTCGGCACA
CAGGAGCGGGTGAACAACAGCAACAAGAAGGAGTGGAATGGGATGATGGGCGAGCTGCTCAGCGGGCAGG
CAGACATGATCGTGGCGCCGCTAACCATAAACAACGAGCGCGCGCAGTACATCGAGTTTTCCAAGCCCTT
CAAGTACCAGGGCCTGACTATTCTGGTCAAGAAGGAGATTCCCCGGAGCACGCTGGACTCGTTCATGCAG
CCGTTCCAGAGCACAGAACAAAAACTCATCTCAGAAGAGGATCTGCATCATCACCATCACCACGAAAACC
TGTATTTTCAGGGCGGCAACGCTGTGGGCCAGGACACGCAGGAGGTCATCGTGGTGCCACACTCCTTGCC
CTTTAAGGTGGTGGTGATCTCAGCCATCCTGGCCCTGGTGGTGCTCACCATCATCTCCCTTATCATCCTC
ATCATGCTTTGGCAGAAGAAGCCACGTTAGGAATTC



>GRIN1 ATD FUSION PROTEIN amino acid sequence
MSTMRLLTLALLEFSCSVARAACDPKIVNIGAVLSTRKHEQMFREAVNQANKRHGSWKIQLNATSVTHKPNATIQMALSVCEDLISSQVYA
ILVSHPPTPNDHFTPTPVSYTAGFYRIPVLGLTTRMSIYSDKSIHLSFLRTVPPYSHQSSVWFEMMRVYSWNHIILLVSDDHEGRAAQK
RLETLLEERESKAEKVLQFDPGTKNVTALLMEAKELEARVIILSASEDDAATVYRAAAMLNMTGSGYVWLVGEREISGNALRYAPDGIL
GLQLINGKNESAHISDAVGVVAQAVHELLEKENITDPPRGCVGNTNIWKTGPLFKRVLMSSKYADGVTGRVEFNEDGDRKFANYSIMNL
ONRKLVQVGIYNGTHVIPNDRKIIWPGGETEKPRGYQOMSTRLKIVTIHQEPEFVYVKPTLSDGTCKEEFTVNGDPVKKVICTGPNDTSPG
SPRHTVPQCCYGFCIDLLIKLARTMNFTYEVHLVADGKEFGTQERVNNSNKKEWNGMMGELLSGQADMIVAPLTINNERAQYIEFSKPFK
YOGLTILVKKEIPRSTLDSFMQPFQSTEQKLISEEDLHHHHHHENLYFQGGNAVGODTQEVIVVPHSLPFKVVVISATILALVVLTIISL
ITLIMLWQKKPR
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