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Matsuo, N., L. Reijmers, et al. (2008). "Spine-type-specific recruitment of
newly synthesized AMPA receptors with learning." Science 319(5866): 1104-7.
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Mameli, M., B. Balland, et al. (2007). "Rapid synthesis and synaptic insertion of
GluR?2 for mGluR-LTD in the ventral tegmental area." Science 317( 5837):
530-3.
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Conrad, K. L., K.Y. Tseng, et al. (2008). "Formation of accumbens GluR2-
lacking AMPA receptors mediates incubation of cocaine craving, " Nature

454(7200): 118-21.
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GOR4

(Developed by J.Garnier, D.Osguthorpe and B.Robson)

(Hierarchical Neural Network method)

SOPMA

(improved self-optimized prediction method)
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Predictprotein
SOSUI engine ver. 1.11
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TopPred
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M HIM Total score Best HIM o-M

1 0.9348
2 0.9512
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Predictprotein 545-562 623-640 816-833

SOSUI 4-26 540-562 590-612 626-648 811-833
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GRIA2_HUMAN

This is the summary of UniProt entry GRIA2 HUMANC (P42262F).

Description: Glutamate receptor 2 precursor (GIuR-2) (GIuR-B) (GIuR-K2) (Glutamatereceptor ionotropic, AMPA 2)
(AMPA-selective glutamate receptor 2).

Source organism: Homo sapiens (Human) (NCBI taxonomy ID 2606) of
View Pfam proteome data.

Length: 883 amino acids

Please note: when we start each new Pfam data release, we take a copy of the UniProt sequence database. This snapshot of UniProt forms the

basis of the overview that you see here. It is important to note that although some UniProt entries may be removed after a Pfam release, these
entries will not be removed from Pfam until the next Pfam data release.

Pfam domains

This image shows the arrangement of the Pfam domains that we found on this sequence. Clicking on a domain will take you to
the page describing that Pfam entry. The table below gives the domain boundaries for each of the domains. Note that some
domains may be obscured by other, overlapping domains. This is noted in the table where applicable.

PfamA  ANF receptor 56 379
PfamA Lig chan-Glu bd 425 420
PfamA Lig chan 543 834

pfam.sanger.ac.uk/
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Predictprotein 545-562 623-640 816-833
SOSUI 4-26 540-562 590-612 626-648 811-833
Tmpred 4-22 546-565 590-610 621-647 815-833
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Holm, M. M., P. Naur, et al. (2005) J Biol Chem 280(42): 35469-76. %
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Holm, M. M., P. Naur, et al. (2005) J Biol Chem 280(42). 35469-76.
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Specific hits PBP1_iGluR_AMPA_GIuR2
Superfanilies Periplasnic_Binding_Protein_Tupe_1 superfamily ( PBPb superfamily )

Walti-donaine (0 ANELTSGBEOR ) . ligoehan

Putative conserved domains have been detected, click on the image below for detailed results.
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Sommer, B., M. Kohler, et al. (1991). "RNA editing in brain controls a determinant

of ion flow in glutamate—gated channels." Cell 67(1): 11-9.
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NetPhos 2.0 Server
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HetPhos 2.8t predicted phosphorylation sites in Sequence
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GluR2_humanBImiRNATIN

o GluR2 T ¥ Ml 1E 1Y) Callif M DA S B A e V2
WHFTE, 2 GluR2[FIAMPASZ AR Call B 5, HE
K, FHGR2HIAMPARAK CallB B HEAL, H T/,

H B AR /DA W 7R IE GluR 2 [ R 1A 2 75 52 miRNA 1
5. CAWFUESE, MiR-284 1] PL5 R 1 GluR 2
mRNAKFF 4G AT HRE, TeBAT=3H00 A
AT 5 GluR2 I mRNASF 7 45 & I miRNA .

Karr, Vagin et al. 2009




GIluR2 humanB8YmiRNATIN4SER

All miRNA hits for Homo sapiens where search terms are
3 hits found.

Gene Transcript Description GO Score Energy P-value Length |Total Sites| No Ccms No

Name Terms Species | miRNAs
A | |

GRIA2 ENST00000323661 Glutamate recepmrz precursor (GluR-2) ‘.. 211 236 0.000118844 1000 13 1 12 [+]

(GluR-B) (GIluR-K2) (Glutamate receptor
ionotropic, AMPA 2) (AMPA-selective
glutamate receptor 2).
[Source:Uniprot/SWISSPROT;Acc:P42262]

GRIAZ ENST00000296526 Glutamate receptor 2 precursor (GIuR-2) ]:] [:] |:| 16 14 0.00165286 2644 1 1 1[+]
(GluR-B) (GIuR-K2) (Glutamate receptor
ionotropic, AMPA 2) (AMPA-selective
glutamate receptor 2)
[Source:Uniprot/SWISSPROT, Acc:P42262]

GRIA2 ENST00000264426 Glutamate receptor 2 precursor (GluR-2) [ 281 310 0.00167003 514 17 1 28 [+]
(GluR-B) (GluR-K2) (Glutamate receptor
ionotropic, AMPA 2) (AMPA-selective
glutamate receptor 2)
[Source:Uniprot/SWISSPROT,Acc:P42262]

http: // rnicrorna.sanger.ac.uk/ targets/ v5/
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ENST00000323661
hsa-miR-200a%*
hsa-miR-146a*
mmu-miR-677
mmu-miR-703
mmu-miR-466f-5p
mmu—miR—466g
mmu-miR-466a-5p
hsa-miR-576-5p
hsa-miR-431
hsa-miR-376a*
hsa-miR-222
mmu-miR-466e-5p
hsa-miR-523
hsa-miR-200b*
hsa-miR-200c¢*
hsa-miR-34b
hsa-miR-891a

ENST00000296526

hsa-miR-520f

ENST00000264426
hsa-miR-888 mmu-miR-669a
hsa-miR-181b hsa-miR-124
hsa-miR-770-5p  hsa-miR-145
hsa-miR-181d hsa-miR-516b
hsa-miR-92b* hsa-miR-647
hsa-miR-298 hsa-miR-16-1%
hsa-miR-23a hsa-miR-377
hsa-miR-574-5p  hsa-miR-888%*
rno-miR-664 hsa-miR-604
hsa-miR-628-3p  hsa-miR-616*
hsa-miR-22%* hsa-miR-197
hsa-miR-23b hsa-miR-218
hsa-miR-648 hsa-miR-520f

hsa-miR-556-5p
hsa-miR-487b

X EEmiRNA R P HER A2 AT LLIRTG 1Y, H Arsca AR Ee
IUASIE . HUL FAR Al RefE e PR 45 3R, AT BT
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MiRNAMAPTIN miRNA

% Etarget gene y Homo sapiens, Gria2

ltem 1 of 1 displayed. Show: 20 ~ /Page 1 of 1
Download Besults (Excel format
Ensembl gene ID Description Symbol miRNA targets
Glutamate receptor 2 precursar (GIUR-2) (GIUR-B) (GIUR-K2)
ENSCO0000120951 (Glutamate receptor ionotropic, AMPA 2) (AMPA-selective GRIA [MORE INFO)

glutamate receptar 2).
[Source:Uniprot/SWISSPROT Acc:P42262)

GRIAZ

EMSTOO0O02644 26

Glutamate receptor 2 precursor (GlUR-2) (GluR-B) (GluR-K2 (Glutamate receptor ionotropic, AMPA 23 (AMPA-
selective glutamate receptar 2. [Source: UniprotfSWISSPROT Acc P42262]

4: 158361366 - 158504547 1
There are 188 miRMNA target sites!

T 15 2188 H FrmiRNA

http://microrna.sanger.ac.uk/




MiRNAMAPTIHN miRNA

1 hsa-let-7h 13,60 124.00 476 501 miRanda 0.36 ¢ B 8 0 v
2 hsalet-7h -21.50 - 481 s03 RMahwbrid 0.6 ¢ & K O stwctue
3 hsa-miR-103 -23.80 - o5 115 RMNAhybrid 042 ¢ 8 ¢ [ swotue
4 hsa-mik-107 -23.70 - a7 113 RMAhybrid 042 ¢ B 8 0 v
5 hsa-miR-107 1310 132,00 95 114 miRanda 0.42 ¢ ¢ R O siwctue
6  hsa-miR-128a -20.20 - 122 156 RMAhybrid  0.66 ¢ 8 ¢ [ swotue

T 25 R A %

ARATHERRREATE? BN T =M abriE

e Criterion 1 24T B IF
=A~T.H miRanda, RNAhybrid F TargetScanilF SZEmiRNAFI3' —UTRER F
[X 32k P o

e Criterion 2 & ZMargetf &

« Criterion 31E 1] 315 X 35k 22 8 n] 68 2 11




MiRNAMAPTIHN miRNA

HAFINZE =R EE AT &1, 1E Ngira2 miRNARIHER L
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What we learned....
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The end.

Thank you !!
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