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Locus: AT3G47110

Representative

Gene Model &

Gene Model

Type

Other names:

Description @ _Leucine-tich repeat protein kinase family protein: FUNCTIONS IN: protein serinefhreonine kinase activily, kinase activity
ATP binding: INVOLVED IN: transmembrane receptor protein lrosine kinase signaling pathway, protein amino acid
phosphorylation; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN'S: Protein kinase, ATP binding site
{InterPro:IPRO17441), Protein kinase, cataltic domain (InterPro:PRO00T 19), Leucine-rich repeat-containing N-ferminal
domain, type 2 (InterProdPRO13210), Leucine-rich repeat (InterPro:IPR001611), Serinafhreonine-protein kinase-ike
domain (InterProlPRO17442), Protein kinase-like domain (InterProPR0O11009), Serinefhreonine-protein kinase, active
site (InterProlPRO08ZT 1) BEST Arabidopsis thaliana protein match is: EF-TU receptor (TAIR:AT5G20430.1); Has 201898
Blast hits to 124021 profeins in 4668 species; Archae - 159, Bactena - 19285, Metazoa - 64482 Fungi - 8819, Plants -
85505; Viruses - 264; Other Eukaryotes - 23194 (source: NCBI BLink),

AT3GAT110.1

protein_coding

Leucine-rich repeat-containing N-terminal domain (LRR, & & =& I EE [X)
transmembrane domain (¥ E 1K)
Serine/threonine-protein kinase-like domain (225 &/ 75 22 & 1 ik 4k, )
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AT3G47110

315
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Matrix : Blosum100

Sliding window : 15

Zoom : 2

Score range : -150 to 255

Gray scale : 49% - 39%

Date : 20151 H 24 L JEHTA

@ Dotlet, Swiss Institute of Bicinfarmatics
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TMHMM result
HELP with output formats
# WEBSEQUENCE Length: 1025
# WEBSEQUENCE Number of predicted TMHs: 1
# WEBSEQUENCE Exp number of Als in TMHs: 32.2985
# WEBSEQUENCE Exp number, first 60 ARs: O0.8688
# WEBSEQUENCE Total prob of H-in: 0.04928
WEBSEQUENCE TMHMMZ . O outside Al 656
WEEBSEQUENCE TMHMMZ . O TMhelix 657 6T9
WEBSEQUENCE THMHMMZ . O inside 680 1025
TMHMM posterior probabilities for WEBSEQUENGC
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5. Subcellular location

BAR ECEII eFP Browser

At3g47110 Cell eFP Browser - hgr.utorontn.ca
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Draven by T. Ampofo. Data from SUBA (Heazlewood et al, 2007).
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Genevisible

Organism: Arabidopsis thaliana / Gene: AT3G47110 / Selected probe(set). 262452 at / Platform: Affymetrix Arabidopsis ATH1 Genome Array
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N-terminal

At3G47110

C-terminal SWISS PDB VIEWER
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Fit together
RMS=4.4
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347 kinase
YELRVESVRANNNENDRSFSEPVESFYEKISYDELYKTTGGFS 55N LIGSGNFGAVEEGFLGSENEAVATEVLNLCERGAR B8
KESFIAECEALGGIRHRNLVELVIICSSSDFEGHNDFRALVYEFMPNGHLDMNLHPFDEIEETGHPSRTLGLEARINIATDVA 180
SALVYLHTYCHNPFTAHCDIKPSHILLDEDLTAHVSDEFGLAQLLLEKFDRDTFHIQFSSAGVRGT IGYAAPEYGMGGHESIM 240
GDVYSFGIVLLEIFTGEREFTHELFVDGLITLHSFTESALGKROATL.DTTDET ILRGAY AQHFNMVECLTLVFRVGVSCSEES 320
EFVHRISHMAEATSKLVSIRESFFRDEET 400
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