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&< > O ()  https://www.uniprot.org/uniprotkb?dir=descend&query=%28protein_name... B a @ 1y Q Mg E 7= (=9 %) -

UniPr O.t..' BLAST Align Peptidesearch ID mapping SPARQL  UniProtkB v IR e i E N E NIt L R e ISl Search & @y & Help

-

Status

L ]
U n I P rOt K B 37 res U ltS or expand search to "4442" to include lower taxonomic ranks or restrict to reference proteome

Unreviewed (TrEMBL) (37)

S

UP000593564
-
axonomy & Tools + . Download (37) View: Cards O Table ® £ Customizecolumns o Share v
4442 X
FltenE Eaon Entry Name a Protein Names a GeneNames a4 Organism a
a2
O AOA7J7Gé6l6 AOA7]17G616_CAMSI lonotropic glutamate HYC85 027491 Camellia 1,013 AA §
Group by receptor C-terminal sinensis (Tea '§
Taxonomy domain-containing protein plant) (Thea -
sinensis) .|
Keywords
O AOA7J7G3D8 AOA7J7G3D8_CAMSI  Glutamate receptor HYC85 026369 Camellia 944 AA
Gene Ontology . . E
sinensis (Tea
Enzyme Class plant) (Thea
sinensis)
Proteins with
O AOA7J7HMIO AOA7J7HMIO_CAMSI  Glutamate receptor HYC85 011100 Camellia 932 AA
Chain (20) sinensis (Tea
Compositional bias (11) plant) (Thea

sinensis)
Disulfide bond (14)



< O ) https//www.uniprot.org/align/clustalo-R20250426-120938-0586-27443433-p1m/... B a6 @ v Q  mthigz v (=5 %)
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UniPr O.t..' BLAST Align Peptidesearch ID mapping SPARQL Toolresults ~ Search

Overview Trees Percent Identity Matrix Text Output Input Parameters API Request

) Cladogram

tr|AOA7J7HMIO|AOA7J7HMIO_CAMSI
tr|[AOA7J7HKT2|AOA7J7HKT2_CAMSI
tr|[AOA7J7HEH3|ACA7J7HEH3_CAMSI
tr|[AOA7J7G3D8|AO0A7J7G3D8_CAMSI
tr|AOA7J7FSX1|AOA7J7FSX1_CAMSI
tr|AOA7J7HAW1|AOA7J7HAW1_CAMSI
tr|AOA7J7HWC6|AOA7J7THWC6_CAMSI
tr|AOA7J7HTR6|AOA7J7HTR6_CAMSI
tr|[AOA7J7HWB2|A0A7J7HWB2_CAMSI
tr|[AOA7J7HF35|A0A7J7HF35_CAMSI
tr|[AOA7J7H9J3|A0A7J7H9)3_CAMSI
tr|[AOA7J7HVJ8|AOA7J7HVI8_CAMSI
tr|AOA7J7GTH5|AOA7J7GTH5_CAMSI
tr|AOA7J717F7|AOA7J717F7_CAMSI
tr|AOA7J7HEV6|ACA7J7HEV6_CAMSI

OO0O0O0O0O0O0OO0O0OO0OoO0Oo0oooao

m @ Feedback




SV, ()  https://www.uniprot.org/align/clustalo-R20250426-120938-0586-27443433-p1m/... B a% @ ¥ Q =AlEzx = = W)

Overview Trees Percent Identity Matrix Text Output Input Parameters APl Request

Percent Identity Matrix |

) & tr|[AOA7J7HAW1|ACA7J7HAW1_CAMSI  pleeXely® 37.93% 38.35% 38.60% 30.07% 30.03% 31.06% 31.70% 31.44% 30.95% 35.12% 35.23% 37.¢

29.80% 30.30% 30.38% 32.12% 30.64% 29.81% 29.26% 30.12%
29.96% 30.30% 29.71% 31.48% 30.76% 29.40% 29.15% 29.81%
30.38% 30.85% 29.34% 31.54% 30.94% 29.69% 29.17% 29.5TBH
O & tr]AOA7J7HF35|A0A7J7HF35_CAMSI 30.07% 29.80% 29.96% 30.38%
O & tr|AOA7J7H9J3|AOA7J7HSJ3_CAMSI 30.03% 30.30% 30.30% 30.85%

tr|AOA7J7HWC6|AOA7J7HWC6_CAMSI  37.93%

tr|AOA7J7HWB2|A0A7J7HWB2_CAMSI  38.35%

@ Feedback

tr|AOA7J7HTR6|AOA7J7HTR6_CAMSI 38.60%

56.65% 56.15% 56.71% 53.62% 31.44% 29.90% 33.

55.98% 54.67% 56.00% 53.77% 31.02% 29.06% 32..
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| [Z] M7: Analysis Preferences

— U X
Options Summary
Option Selection
Analysis Phylogeny Reconstruction
Scope All Selected Taxa
Statistical Method Neighbor-joining
Phylogeny Test
Test of Phylogeny Bootstrap method
No. of Bootstrap Replications | 100
Substitution Model
Substitutions Type Amino acid
Model/Method Poisson model
Rates and Patterns
Rates among Sites Uniform rates
Pattern among Lineages Same (Homogeneous)
Data Subset to Use
Gaps/Missing Data Treatment Complete deletion
? Help x Cancel



Name

QO9LFN5_ARATH
D7UDC6_VITVI
AOA1Z5RQ06_SORBI
AOAO068TLAG_COFCA
K3Z2B2_SETIT
AOA804PPB8_MAIZE
AOAOAOKGS5_CUCSA
A0A2P6QTQ1_ROSCH
AOA2RE6R4N3_ACTCC
AOA3B6PHM3_WHEAT
AOA7J7THWB2_CAMSI

p-value
2.24e-146

7.56e-169

2.03e-96
4.74e-138
1.91e-165
1.37e-150
5.38e-125
1.41e-135
4.70e-182
4.52e-164
2.14e-132
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tAOA7J/HA 779 87115.6 . Leu (L) 9.8%. 37.17 89.61 0.019

W1 Ser (S) 8.1%.
Ala (A) 7.1%
Val (V) 7.1%

AOAT7JTHW 783 87787.18 6.23 Ser (S) 9.5%. 34.33 96.81 0.129
Co6 Leu (L) 9.3%.

Val (V) 9.1%
AOATJ7THT 865 97116.26 6.18 Ser (S) 9.8%. 36.27 90.81 -0.015
R6 Leu (L) 8.9%.

Val (V) 7.7%
AOATJTHW 876 98234.28 5.81 Ser (S) 10.0%. 34.87 90.45 -0.009
B2 Leu (L) 9.0%.

Val (V) 7.6%

HHERE, AOATITHWB25ACATITHTREAFRAKEEH. BR/KEER: R&EMEleu. MR Val. RER
Ala, FEKEERR: ZFESer. FREMBEIEHK TI0RTARE, J\$40i\%ﬂbmo SESse
RRFEARMGAKME. BFYFEKME (GRAVY) | UERTFRKIE, EERTERKMERE,
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lontropic_Glu_rcpt_pln
IGluLR_plant

lonotropic_Glu_rcpt

Domains

Periplasmic binding protein-like | |
Peripla_BP_|

ANF_lig-bd_rcpt
ANF_receptor

Periplasmic binding protein-

GABAb_receptor_plant_PBP1
PBP1_GABAb_receptor_plant

el

Conserved Residues

'PBP1_GABAb_receptor_plant

GluR_Plant

GluR_Plant

lontro_rcpt_C

SBP bac 3

& Iontropic_Glu_rept_pln - lonotropic glute
PIRSF: IGIULR_plant - IGIULR_plant

[F| lonotropic_Glu_rcpt - lonotropic glutam:
PANTHER: IONOTROPIC GLUTAMATE RECEPTOR

Representative domains

[H] Peripla_BP_| - Periplasmic binding protei
SSF: Periplasmic binding protein-like | - Periplasi

2] GABAb receptor _plant_PBP1 - Plant glut
CDD: PBP1_GABAb_receptor_plant - PBP1_GABA

2] ANF_lig-bd_rcpt - Receptor, ligand bindi
PFAM: ANF_receptor - Receptor family ligand bil

Unintegrated
CATHGENE3D: G3DSA:3.40.50.2300

Unintegrated
CDD: GluR_Plant - GluR_Plant

D] lontro_rcpt_C - lonotropic glutamate rec
PFAM: Lig_chan - Ligand-gated ion channel
SMART: GIuR_14 - GIuR_14

Unintegrated
CATHGENE3D: G3DSA:3.40.190.10

D] Solute-binding_3/MItF_N - Solute-bindir
PFAM: SBP_bac_3 - Bacterial extracellular solute-

Unintegrated
CATHGENE3D: G3DSA:1.10.287.70

cd19990
Putative ligand binding site

Putative dimer interface

PIRSR
SITE: Crucial to convey clamshell closure

Interpro

FR%&%8 (PBP)
RPN ARERF AR, EA1H
BHREEENREERE, X
SEEEETUETREE
B, flE0 lac #FIEF .
i ER, 4% PBP 1Y
BERELSEGEEANE
AphE. B, AEREIL
N ZEE 25 PBP ERA
MARSMNEC IR S & LE A, X &
BiEAER/ HRRIEE T
EiE, N NMDA %k, G&
BB, SRAHES
S . GABA-B. SR
BEEXEK, MUERUEHH
IR-SEHRIMUEE XK
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Locus Identifier
CSS0002452
CSS0002563
CSS0004371
CSS0004579
CSS0006339
CSS0006753
CSS0007573
CSS0008433
CSS0008544
CSs0010180
CSS0010837
CSS0014467
CSs0017047
CSS0018199
CSS0019202
CSS0022589
CSs0022640
CSs0023328
CSS0025862
CSs0026840

PlantTFDB

AP2 (4461)
BES1 (1549)
CPP (1612)
ERF (21129)
GRF (1876)

HRT-like (249)
M-type_MADS (7541)

NF-X1 (403)

Nin-like (2766)

SRS (1327)
VOZ (635)
ZF-HD (2589)

There are 38 genes matched with glutamate receptor:
Putative Function
PREDICTED: glutamate receptor 3.2 [Vitis vinifera]
PREDICTED: LOW QUALITY PROTEIN: glutamate receptor 2.2-like [Vitis vinifera]
PREDICTED: glutamate receptor 2.8-like [Pyrus x bretschneideri]
PREDICTED: glutamate receptor 3.4 [Sesamum indicum]
PREDICTED: glutamate receptor 2.7-like [Vitis vinifera]
PREDICTED: glutamate receptor 3.3-like [Nicotiana tomentosiformis]
Glutamate receptor 3.4 [Morus notabilis]
PREDICTED: glutamate receptor 3.4 isoform X1 [Vitis vinifera]
PREDICTED: glutamate receptor 3.4 isoform X1 [Vitis vinifera]
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variant X1, mRNA
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