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Z| b %: Needle

mRNAF & & 6 5 5] 5 #7 NR2A VS

CDS

Result: NR2-CDS.pair v View: Pair-alignment view ’ View ] ’ Edit ] [ Download I ’ Friendly Print

Result:

protein

NRZpair - View: Pair-alignmentview = [ ¥iew | [ Edit | [ Download | [ Friendly Frimt

LENGTH

Pairwise Alignment Result
SCORE IDENTITY SIMILARITY

Pairwise Alignment Result

4636 15189.0 2918/4636 (62.9%) 2918/4636 (62.9%) 42874636 ( 9.2%)
234617 1 -CTGG- 39
B T

584506 1 - 3
2234617 40 - 85

I
584506 49 - - - 89
234617 86 - 2132

el M
58-4506 90 - 138

LENGTH SCORE IDENTITY SIMILARITY

1534 3892.0 816/1534 (53.2%) 104771534 (68.3%) 122/1534 ( 8.0%)

NMDE1_RAT 1--—-- MIGRLGY RDZAQN EK N -GH 43

O I | e = T EX [T E A

NMDEZ_RAT 1 MK E KW -- --- KARZQK 45

NMDE1_RAT 44 HDVTERELRN EQ DVN MNRTDPK HVCDLM 93
o e— TR

NMDE2_RAT 46 DEVAIKDAHEKDDFHH -RVE --MNETDPK-IITRICDLME=DR 92

NMDE1_RAT 94 RiH DDTDQE QMLD Q H MIMADKD 143
SREIRIIBIRIE SIS

NMDEZ_RAT 93 KIQ DDTDQEAIAQILD Q H MIMADKDES==M 142

NMDE1_RAT 144 MLKIMQDYDWH YRD KTTVDN 193

NMDEZ_RAT 143 77Q EQQASVMLNIMEEYDWY

QQ
[N e
1 YQDFVNKIRSTIEN 192

NMDE1_RAT 194 DMQN DTSFE--DAKTQVQLKKIH YCSKDE 241
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# Program: tmap

# Fundate: Thu 3 Jun 2010 13:10:36

# Commandline: tmap

—auto

-graph png

-Zequences 335891

-goutfile 338962

—outfile 335963

# Feport format: segtable

# Report_file: 338943
FHARERTREEERRERTR R R R R R RN E R B AR AR EEE#

e M H: H: iR

f=======================================
#
# Sequence: Consensus from: 1 to: 1464
# HitCount: §
f=======================================
IJtartc End TransMem Zequence
4 20 1 LGYWTLLVLPALLVIED
111 136 2 QMLDFISSOTFIPTILGIHGGASMIMA
245 262 3 LGLTGYDFFWIVPSLYS
LEl L8l 4 MFYMLLIV3ATAVFVFEYFIE
587 607 5 NLAEGEAPHGPRSFTIGEATINL
G226 653 6 TSEIMVSVIAFFAVIFLASYTANLLAFM
746 765 T KLVTIGEGYIFASTGYGIAL
G2l 547 g FYMLAAAMALAZLITFIWEHLFYWELRF
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# Program: tmap

# Pundate: Thu 3 Jun 2010 13:11::20

# Commandline: tmap

—auto

-graph png

-Zequences 338893

—goutfile 335964

—outfile 338965

# Feport format: seqtable

# Feport file: 333965

S EEE RS S EEE R EEE RS E R R

e W G e G

#=======================================
#
# Sedquence: Consensus from: 1 to: 1432
# HitCount: &
#i=======================================
Start End TransMem Zedquence
g 25 1 CHPEFWLVLAVLAVAGEE
lo9 126 2 AQILDFISAQTLTPILGT
L g7 3 TWVMMFVHMLLIVIAVAVFVFEYFIPVWGETHE
Log 618 4 PRFTIGEAIWLLWGLVFNNEV
627 654 L TEEIMVSVIWAFFAVIFLASTTANLAAFM
g2z g4a & FrMLGAAMALALITFICEHLFYW]FEH
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%5 IR X FR R

SOSUI
NR2A

No. W terminal | transmembrane region © terminal | tvpe |length
No. N terminal | transmembrane region |0 terminal | type  [length 1 1 NEPSARCCSPKFWLVLAVLAYS 7 CECONDARY | 22

1 7 GRLOYWTLLVLPALLVWEDPAQN 24 SECONDARY | 23 35 |[GIAVILVGTSDEVAIKDAHERD| 57  |SECONDARY| 23
9 5BE  ASVWVINFVMLLIVSAIAVEVFE 577 PRIMARY | 23 558 VWVIIFVNLLIVSAVAVEVFETF | 580 | PRINARY | 23
3 [ 593 SPTIGKAIWLLWGLVFMNNSYPVG | 620  |SECONDARY| 23 098  |PSFIIGKATHLLBCLVFNNSVP | 619  |SECONDARY| 22
4

635  WAFFAVIFLASTTANLAAFNIQE | 857  |SECOMDARY | 23
634 WAFFAVIFLASYTANLAARNIGE 656 SECONDARY | 23 318 NACVFVILCAMIALSLITFICEH, 240 PRINARY | 23

2
3
4
)
6




%5 X M

NR2A

Q00959 TMHMM2.0  outside 1 556
Q00959 TMHMM2.0 TMhelix 557 579
Q00959 TMHMM2.0  inside 580 632

Q00959 TMHMMZ2.0 TMhelix 633 655
Q00959 TMHMM2.0  outside 656 746
Q00959 TMHMMZ2.0 TMhelix 747 Tab
Q00959 TMHMMZ.0 inside Jae 817
Q00959 TMHMM2.0  TMhelix 313 837
Q00959 TMHMMZ.0 outside 333 1464

0D

Q00960
Q00960
Q00960
Q00960
Q00960
Q00960
Q00960
Q00960
Q00960

/ﬂ'] TGpF‘red Topology prediction of membrane pr:::tem5

NR2B

TMHMM2.0  outside 1 557

TMHMM2.0  TMhelix 558 530
TMHMM2.0  inside 581 593
TMHMM2.0  TMhelix 588 &21

TMHMM2.0  outside 822 B30
TMHMM2.0  TMhelix 631 653
TMHMM2.0  inside 654 320
TMHMM2.0  TMhelix 821 843
TMHMM2.0  outside 844 1482

A~ 0PN B

hydrophobicity value
m A
—_—
T =
—
—
——
—
—_—

-5 - Upper cutoff —— | [
Lower cutoff ——

—

ﬁ‘nplqbinlt.lj

i i A i i
a 280 488 [:1] 880 FLLTE 1288
stort position of window in sequence

L L] BED aea 1664 1288 1480
stort position of window in sequence
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NR2A

probability

probability
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AR

TMHMM posterior probabilities for Q00853

N _N
TMHMM posterior probabilities for Q00860
| N ) DS
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%5 & X R
HMMTOP

NR2A Length: 1464
N-terminus: OUT

Number of transmembrane helices: 4
Transmembrane helices: 557-576 629-647 747-765 817-836

Length: 1482
N-terminus: OUT

Number of transmembrane helices:
Transmembrane helices: 522-539 558-577 600-617 630-648

17



5 % X 77 )

ProtParam i - Physm-chemmal parameters of a protein sequence (amino-acid and atomic compositions, isoelectric

noint, extinction coefficient, etc.)

NR2A

FT SIGNAL 1-22  Potential. FT
FT CHAIN 23-1464 Glutamate [NMDA] receptor subunii FT
FT TOPC_DOM 23-555§ Extracellular [Potential). FT
FT TRANSMEM 55e-576 Potential. FT
FT TOPO DOM 577-633 Cytoplasmic (Potential). 1 FT
FT TRANSMEM 634-554 Potential. ET
FT TOPO DOM 655-8164 Extracellular (Potential). 2 ET
FT TRANSMEM 817-837 Potential. FT
FT TOPO _DOM 838-14/4 Cytoplasmic (Potential). 3

FT

— FT
FT REGION 689-690  Glutamate binding.

FT MOTIF 1462-1464 PDZ-binding. FT

FT REGION 511-513  (Glutamate bindiny.

Metal hinding 128 1 Zinc
Metal binding 233 1 Zinc
Binding site 518 ¥ Glutamate >
Binding site 731 1 &lutamate; via amide nitroge

Site 614 1 Functional determinant of MMDA ren:eph:urs|

NR2B

SIGNAL 1-26 Potential.
CHAIN 27-1482 Glutamate [NMDA] receptor subunit
TOPO_DOM 27-557 Extracellular (Potential).

TRANSMEM 558-578 Potential.

TOPO_DOM 579-534 Cytoplasmic (Potential). l
TRANSMEM G35-555 Potential.
TOPO_DOM 656-817 Extracellular (Potential). 2

TRANSMEM 8158-833 Potential.
TOPO_DOM 839-1482 Cytoplasmic (Potential).

MOTIF  1480-1482  PDZ-binding,
COMPBIAS  984-989

Instability index:

The instability index (II) is computed to be 102.13
This classifies the protein as unstable.

Metal binding 127 1 Zinc
Metal hinding 284 1 Zinc
Site 615 1 Functional determinant of MIMDA receptors




%R XN ) L

NR2A NR2B
TAMP 8 6
SOSUI 4 6
TopPred 4
TMHMM 4
HMMTOP 4
PrptParam 3 3
NR2AFINR2B %A PY A5 X
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23.14%, bataft= 522.54%.
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FPi helix
Beta bridge

tttttttt
BEend region

ttttttttttt

Jequence length @ 1464

HNN
NR2A

W2k RN Al Be Y B e 45 4,
21 2k 2 7~ 1] e M batadr &,
TR 2 B B B E &5 FEA e B
30.67%, bataftZ515.30%.
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Sedq

HMNI :

uence length : 1452

Alpha helix [Hh) =
3, helix (o) =
FPi helix (Ii) =
EBEeta bridge [Elb)
Extended strand (Ee=) :
Eeta turn [Tty
Bend region | 1o

Random coil | 1o
Ambigous states [7)
Other states

— B TR M|

435 i=  29.35%
0 i= 0.00%
0 is 0.00%
0 i=s 0.00%
236 is 15.9:&%
0 i= 0.00%
0 i= 0.00%
211 i= 54.72%
0 i=s 0.00%
0 i= 0.00%

T A5 20 5 B a2 i b5 B 2 51
29.35%, batafT= 515.92%.

1 ’Im i
il ~‘ 200 .M jll| l ‘ ,| llj l:alaa e 1200 1420




el 2%

R

SOPMA

Sequence length 1464
SOPHML NR2A
Alpha helix {Hh) : 427 i=s  29.17%
3,5 helix [Gog) o is 0.00%
Feta bridge (s i 0 15 0.oos W 02K T 2 A BE A R e 45 4
il s b LT 1 2% 45 2R T i (fibatadi 7%
I O S TS 2110 (R QUL (F A P 41
otnes mcates o= olooe 29.17%, bataffi & 15.23%.
T T T T
1 1
=] 2aa 488 == ]E] 288 188 1288 1488

IJ,r

||] “'1| ill .A *‘|I1n||||l|I IgH‘q

,.|1|

+h| l|5|nl|

| |

Helix
Shest
Turn
Coil

b
"|l"|r:lm Mﬁ.u'ﬂ '” |'“ u!'-f*-li" ' *
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— B TR M|

SJequence length : 14582
SOPML =
Alpha helix [Hh) : 426 1=z Z25.74%
J,, helix (o) = o i= 0.00%
Pi helix [Ii) o is= oO.00%
Eeta bridge [Blk) = o is O.00%
Extended strand (E=) : 229 is 15.45%
Eeta turn [T B2 i= 4.158%
Eend region [ 1o 0O is O.00% N A=t \
Random coil  (C0) : 765 is S51.62% TS 21 5 A ol e 5 RS 41
b igous states [7) H 0O is O.00%
. . 5:5%
Other states : o is O.00% 2874%, bataj:ﬁﬁ_ 51545%0
1 1 1 1 1
5] == s 488 3515 288 18R 128/ 1488

T T T T T
Helix —

Sheet
urn E—

|
||1MH .n‘.l'.‘“ ﬂr Mihﬂ"r'a ‘H ||‘ Jljfﬁ, H\IJ l\ | h. i‘ % },hﬂl . J-,,{\ ‘Iml ‘u||u|

i i ||'n | iy in

i

1 1 1
a caa 488 &88 s8a 188a 1zaa 1488




B A TR

‘lj!l] 1]\

Alpha helix Beta strand
NR2A  NR2B NR2A NR2B
GOR4  25.34% 23.14% GOR4  19.95%  22.54%
HNN 30.67% 29.35% HNN 15.30%  15.92%
SOPMA  29.17% 28.74% SOPMA 15.23%  15.45%
NR2A, NR2B = 4514 J LA X
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O-#i 34l NetOGlyc

N-##31L: NetNGlyc

H H BFARFE AR AL 55 Prop

2 =ML s SUMOsp

1t Netphos ,Netphos K
PhosphoSite database

27



&% )5 1545 (O48 240 7 A

NetOGlyc 3.1: predicted O-glycosylation sites in Q00959

© . .
‘ac: Potential
= 17 Threshold —— T
o
c
o
NR2A 3
&
2
(@]
o 0- i
NetOGlyc 3.1: predicted O-glycosylation sites in Q00960
E | | | | | |
I Potential
2 11 Threshold —— [
o
c
§e
© |
>
il
>
5 o .Hnﬂ“m o i ﬂ\"ﬂnnhuw g ||||||H|” illug ||\|\”\|\
O I I | I I |

0 200 400 600 800 1000 120% ﬁgo
Sequence position

Ol EALE AL SIRE L2, 3 . BRIAMXEH - 2
AR EIRA R F E,




B 1F )5 15k (NE A 40) 73 A

MetMGlyc 1.8: predicted M ycosylation sites in QAQ959

Fotential
Threshold

8.73

NR2A

B.23 -

M-glycosylation potential

A 1 1 1 1 1 1 I

f caa 1] 2EE 1aag 12aE 1486
He+H ! predicted lycosylation sites in QEE9E6E

=

Fotential
- Threshaold
m
+ 1
c
I
+
o]
% 5,75 -
c
o
T
—~ B.3
=]
n
o
o
=]
F B.25
- |
g T T T
F=35]s] [5]5] [=5]5] =35]5] la@a 1288 1488

Sequence position

NE £ & & 245 T 7% & ASN. XAA.SER/THR(XAA A & il
FER S 89 R ISBR 5 JS) 7 L ay R A&Br ik b




Z AL TR A

Position Peptide Scaore Cutoff Type
214 EDAKTQY 3.044 264 Typell: Non-consensus
326 QAEKPET 3176 264 Typell: Non-consensus
NR2A
804 HMEKNEV 2941 264 Typell: Non-consensus
1047 HSLKSPR 2765 264 Typell: Non-consensus

Enter sequence(s) in FASTA format

Position Peptide Score Cutoff Type

30 RSQKSPP 2.456 226 Typell: Non-consensus
137 MADKDES 2706 226 Typell: Non-consensus
221 NALKKLGQ 2765 226 Typell: Non-consensus
445 SENKTDE 2338 226 Typell: Non-consensus
805 HMEKMEY 2941 226 Typell: Non-consensus
1031 PSSKHSG 2603 226 Typell: Non-consensus
1079 MAAKRRK 2515 226 Typell: Non-consensus
1082 KRRKQOY 2676 226 Typell: Mon-consensus
1163 DDFKRDS 2471 226 Typell: Mon-consensus
1292 KADKKMR 2676 226 Typell: Non-consensus
1312 DLOKEEA 3.309 226 Typell: Non-consensus

inter sequence(s) in FASTA format
Q00960 NR28 |




AR IR AL & TR

FroFf 1.8: predicted propeptide cleavage sites in QAB9539, furin-specific prediction

| | | | | | |
m Signal peptide cleawvage
i Fropeptide cleavage
& ) The following data are sorted by cleavage score (highest first),
S
o
o Residue PosClv  Surf Sequence Comment
NR2A I || §oe o e Tamamsm T
by Q 1346 0.781 0712 SLFPQGLED Potential
a |
L0
o
+
jr8
L[]
o
2N i
o
o JALLIL ol ol by i
5] caa 488 =355 g28a 188a 1286 14808
Sequence positiaon
FroFf 1.8: predicted propeptide cleavage sites in QBBE9GH, furin-specific prediction
| | | | | | |
o Signal peptide cleawvage
i Fropeptide cleavage
= . The following data are sorted by cleavage score (highest first).
2
u Residue  PosClv  Surf Sequence Comment
? _________________________________________________________________
4 Q 401 0.582 0.576 ETEEQEDDH Potential
x E 1127 0.504 0.744 FRDKEGLRD Potential
o |
[l
o
+
o
L1}
: ‘ ‘ ‘ ” I
g
N 10 T |||I| Ll Lo [0 by Je b ] |'|||||'“|."'“ |
5} caa 488 SEE s2Ea laan 1za8n 1480

Sequence positian
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O-#& F5AL: 0 9 % ¥a Ak I 28 A
K5 FE R 5wk
5% &8 <, A AELE
N-#& F A 4 4 fiel 91>
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B BR AL S T & SL

555 % 3% )Mk

] IR N T ISR T e RO SEAL o 45140 288
T T KTAT-GluR2_ 3Y 5t & 41
GluR2H CR um s BR AT Y873, M52 52
RI18E .
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B35 )5 1645 (B BR AL) T )

HetPhos 2.8: predicted phosphoryglation sites in QBAS959

Serine
Threonine
Tyrosine
Threshold

NR2A

FPhosphoryglation potential

a.ll.il.. i MJl | | L Jﬂ”“|| |

zaa 488 c@a cEa laaa jR=1=1] 1488

Ser: 62 Thr: 14 Tyr: 19 Sequence position

HetPhos 2.8! predicted phosphorglation sites in QBEE6

1 1 1 1 1 1 1
Sering —
— Threonine ———
- Tyrosine ———
+ Threshold ———
- 1+ -
o
+
o
o
c
o
n | ‘
=]
L
=
i
o
in
=]
i
g o | Llj“m]]l |I || |.1. I||| .I| 1l Lt I___ 4 L
5] zaa 488 =11 ] gaa 1a@a 1z@a 1488

Segquence position

Ser: 73 Thr: 12 Tyr: 18




NetPhosK - Kinase specific phosphorylation sites in eukaryotic proteins

Thredhold:

>0.7

0.6-0.7

0.5-0.6

5-1020

5-1025
5-1046

5—890
5—900
5—1232

5—890
5—890
5—900
S—917
5917
5—917
5—929
Y-943
5—1059
5—1059
5—1416

NR2A.

PEC

PHA
PKC

DNAPE
PEC
cdkb

AT
cdc?
cdec?

RSE
GSE3
cdkb
cdec?
INSR
CEIT
cdc?

PEA

MR2B-
0.82: T-1152 PEC 0.74
0.76 5-1323 PRC 0.85-
0.72
0. 65+ S—Eﬂﬁ PEA 0. 65+
0. 64+ +
0. 68+ o
0. 55« S—886 cdkb 0. 50«
0. bbe S—917 p38NAPE 0. 56+
0.51~ S—917 cdkb 0. 53~
0. 52 5—930 RSE 0. 54+
0. 50« T-1152 CEKII 0. 55«
0.59 5—1168 CKI 0,57«
0,52 5—1220 cdc? 0. 53~
0. 50+ 5—1303 RSE 0.51«
0. 58« 5—1303 PEA 0. 56«
0.53 5—1480 CEII 0. 56~ 35
0.59« o



%G 154 (B AL L %

S92¢
5917
S91:
Sa0C S106:
S89C S105¢ Y1267
Taaa S1020 ¥Y111e Y124€ S141¢
SBHEIE“EI”EHS SIIIIIE[" “flIlIIIIE 51|2|32I YlISB'IE 51|45‘.
NR2A D -
Lig_chan ™
™ ™

Sites Implicated In

activabion: S1232-p
regulates molecular association: S1416-p

593C 51320
5920 T1z28¢
S917 T106RE 51220 T130¢
S591: S106: S1llef ¥125: Y133t
S88¢ S105T1 T115: A1230¥1304 51481
Y705 S88: S104¢ 51147 51217 S130:0 147z
I 1n1 11 111 il 1 | | I | 11
L3
Lig_chan ™
TM™ T

Sites Implicated In

altered intracellular location: S1303-p

receptor internalization: S1480-p
regulates molecular association: $1303-p, Y1472-p, S1430-p
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g R BIEEE R

NR2A  ger:62 Ser1232:¥iE 52 /44 I (CDKS5)

Thr: 14 Ser1416: i3 145 & (PKC)
Tyr: 19

Ser1303: T 456,
Ser: 73 RV € 7 (CaMK2)
Thr: 12 Tyr1472: 757> 1 i%H: (PSD-95)
Tyr: 18 Ser1480: {15 4> T 1% Hz

ZARN AL (CK2-Al)
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___________________________________________________ |

|!.Grm2a: Glutamate [NMDA] receptor subunit epsilon-1 (Q00359) d

"found to interact with 11 partner(s): 1
MINT nplex. [T

1
§ protein | ass.
« #Digt Ratus rorvegicss G101 6 ost|
x #Dlgl Rattus norvegicus (Q62696) 2 064 | 2
x ®Flotl Rattus norvegicus (QOZIE 3§ 057 | 2 1
s BCamiza Ratus norvegicus 11279 2 oas| 2
x #Magi2 Rattus norvegicus (088382) 2 048 | 11
NR2A  «®bigzratus nonvegicus (@63622) | 1 0.3 | 1
BFo M sl 00T 1 oas| 1
 BGrip2 Rats noregicss (@WTWY 1 oa3| 1
ot Ratus rovegicvs 97259 3 o3| 2 1
S Grimt Rotus nonvegieus (35439 1 028 | 1
L e e e e e e e e e e E E E e E e e e e e E e E E e m = = = = =
'@ Grinzb: Glutamate [NMDA] receptor subunit epsilon-2 (Q00960) :
:found to interact with 18 partner(s): :
I e -
S WDigs et novegios Q62539 5 os7| 3 2 :
W Camiaa N s I 3 ose| 1 2 :
NRIB  ieumbsswsesmsemss s o] :
S BadiMus s Q8ITWD 4 oss| 4 ) !
W Rats e QST 4 osi| 3 1 s
S Brin Ratus nonegicus B35099) 2 oas| 2 :
S BDigt M musces Q2008 1 cas| 1 )
Bt M e O8I 1 oas| 1 :
BV muselis 5820 1 oa| 1 :
B pig Susserofa QIR 1 05| -
S« BaBLS8T senla Xenopus laeis Q15T 1 043 | :
WG et e @S 4 os1| 2 2 .
S Bn Ratus orvegicss Bo58n 1 ozs| 1 :
e s mselis (0SB0 1 oz -
x #p15791-2 Rattus norvegicus (P157912) 1 :
.|




w. bk R 5
# B 55 ( BLAST)

Distribution of 18 Blast Hits on the Query Sequence &

Distribution of 20 Blast Hits on lheQuerySeq ence &
" |Mouse—nver to show defline and scores, click to show alignments

Database: Swissprot protein sequences,
organism:. rattus norvegicus,

Algorithm: PSI-BLAST, expect threshold:0.01,

word size:2.,
B, THA L VAE A KGFEREL K
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32 51 346 (WebLab protocol)

NR2A 19 & 4

+100.0-| |
| [ S ———— GRIA1 RAT
I |
| | +-980 FO— GRIK1 RAT
1 1 1 +10004
| | | | | | #-—----GRIK3RAT
L +990
| ] | +-65.04 #-----GRIK2 RAT
+100.0]  +-710-| |
| | | 4------GRIKS RAT
I I +-------100.0-|
| | 4------GRIKA RAT
[ I
| S — NMDZ1 RAT
+100.0

S NMDE3 RAT
|
| 4------NMDE1 RAT
e —— 200.04+——
#----—-NMDE2 RAT
---------------------------------------------------------------------------- NMDE4 RAT

NR2B 171N & H

o 1 O
I 7 Freennn GRIK4 RAT
| Foeeenen 100.0-|
| Foeeeen GRIKS RAT
+-99.0-
| | $omemn GRIA3 RAT
| +-92.0+
| | +100.0-| Fommmae GRIA2 RAT
+8704 | | |
| | +#100.0-]  4---memeeeeee GRIA4 RAT
Hil |
| | Fommmmmm e GRIAL RAT
+100.0-| |
|| 4 e NMDZ1 RAT
2 [
| | e GRID1 RAT
+100.0-| F s 100.0-|
b ) 4oemeee GRID2 RAT
-5
+100.0-] | uR— NMD38B RAT
| s 100.0-|
| 4------NMD3A RAT
b |
: : T e TR T PP NMDE3 RAT
| | 4enanan NMDE2 RAT
| e 100.0-|
| dennaan NMDE1L RAT




32 S 3 MEGA: % X & 4 %)

NR2A

GluR-6
GluR-5
GluRY
Glutamate receptor KA1
Glutamate receptor KA-2
GluR-1
5luR-2

. GluR-4

GluR-3
—C GlR delta-2 subunit
—m .
! GluR delta-1 subunit
NMD-R1
MR3A
-
MNR3B

— 1
= (
MEZE

MNRZC
NEZD
&
miGluR1
12 10 08 06 04 02 0o

NR2A 5NR2B# 1L % 2 1R,

H e b5 2 48 3L 09 %K B LA B TR AR,

GluR-B
GluR-5
GluR-7
Glutamate receptor KA1

- Glutamate receptor KAZ

GluR-K1
GluR-2
I GluR-4
GluR-3

i GlR delta-2 subunit
GluR delta-1 subunit

NMD-R1
NRZE
T
= ( R

NR2C
1
NR2D
o 06 04 02 0.0

42

&1, 35 kainate receptor. AMPA receptor# & F 2 4R T &,
NR2AE 54Xt A 5 2 B2 2 AR 2 AmGIUR1. mGIuR54g i1 o



B ER &
PDB g 2.
1PB8: NR1 ligand binding core
2A5S: NR2A ligand binding core

2A5T: NR1-NR2 ligand binding core
complex

3JPW: amino-terminal domain of NR2B

I E: PyMOL; docking
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NR2B

NR2A

1

NR




2A55_2| GEDDNHLSIVTLEEAPF
3JPW_2| -BPSIGIAVILVGTSDE

TNEGMNVEEE-——-—
DPKSIITRI DLMS

IV IDPLTETCVRNT CREF I
HERDDFHHLSV VEL M

H

- - -

2B535 &
3JFPW A|DRKIQGVVE‘ADDTDQEAIAQILDE‘ISAQTLTE'II:GIHGGSSMIM}QDKDESSMFFQFI I

2A55 _A|DILERLSRTVEFT VING---——-— RHGEE VTHNGMIGEYV —YQRAVMAVGSLTIN
3JEW AIEQQASVMLNIMEE IFSIVITYFEGYQDF IRSTIENSFMGHELEEVLLLDMSLD
W

" . . : ok . . W

2R55_A| EERBEVVDFSVRPFVETG SVMVSRGTQVTGLSDKKFQRPHD SPEFRFGTVEN RNT
3JPW_Z| DGD IQNQLKKLQSPI LYCTKEEATYIFEVANSVGLTG GYTWIVEPSLVA D
- B

- . . - -

2R55_R| RNNY ——YMHQYMTRFNQ———RG LVSELEEGEK FIYDAAVLNY G-———-RDEGC
SJPW_A|PSEF TGLISVSYDEWDYGLPAR GIAIIT LSEHSFIFEPESSCYNTHEERRI
- o - a o

2n38 AIKLVTIGSG IFAT T2 QKGSP WKRQID LLQFVGDGEM LETLWLTGICHN--
3JTPW AIYQSNMLNR INV SFSEDGYQMHPK IILLNEEREWERVGEWEDESLQMEYY

R T A . :
ZBS5 B —----- 284
3JPW A|VYWERM 363

NR2A 5 NR2B #9 44 3% 48 /A1 R

HEHHNR2ASNR2B:

36
39

62
1159

116
179

176
238

227
258

284
358

=)







NR2AFINR2BA % H 5NR145 & HIHL
R, g PN 2E B AR S UG IS IE .




NR2A 5NR2B1E— 2 454 AR RS 85 e
TMINR2A S NR2BI A 4/ 15 g e, — i s5m4H
ZEANK;

NR2A 5NR2BFIFE A ML, BERiL. 2R
Ko 2R A B TR AR AL SINR2B# %2 5 NR2BA fH HAE
HMEAR % ;

NR2A 5NR2BH#E4L < RIR I ;
NR2AFINR2B 5 NR 1A ANE] 45 A A7 5
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A£ 55 BL

SCHRE =
50 e xt EEFAyt
5 REL U e T Tk
200 ARl L

2 B AR ELAE 2T B e
M ) F = e
53 R £ H 4 AT 1| 55

VR A PPTHIAE
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