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NCBIF 47 BLAST:

Putative conserved domains have been detected, click on the image below for detailed results.

1 L1 1] 1 150w 2000 =00 &1 1] 500 4000 #1685
i i
RF #1 i1 e it 'l it —
active site

ATP binding site
substrate binding site
ackiwation locp (A=locp?

Superfanilies fu_mu Wuh{

Hulti-domains - PLNOO113
Rechlame: Ful=Protein BRASSNOSTERQID NSENSITIVE {: Short=AtBRI: Altlame: Fuli-Brassiosteroid LR recentor kinase: Flags: Precursor 200 250 4% 00 100% 024781
Rechame: FulSystemin receptor SR1G0: Atlame: FulkBrassosteroid LAR receptor kinase: Flags: Precursor 147 1447 8% 00 6% Q8LEA

Rechlame: FulBrassinosteroid LAR recentor kinase: AfName: FulAtered brassinolide senstiviy 1 ARName: FuleSyatemi receptor SR1BD Atame: Ful-AR Flar 1444 1444 83% (00  66% QBGUQS!

Rechlame: Fulk-3erinefthreoning-protein kinase BRI-lie 1: Akame: Ful-BRASSNOSTEROID NSENSITIVE 1-ike orotein 1: Flags: Precursor i o7 B% 00 49% oszwca!

Rechame: Ful=Receptor-lie protein kinase BRI1-lke 3 AtName: Ful-BRASSINOSTEROID NSENSTIVE 1-lke protein 3: Flags: Precursar 032 032 7% 00 50% QAL

Rechlame: Full-Serinethreoning-protein kinase BRH-ke 2 AtName: Ful=BRASSNOSTEROD NSENSITIVE {-ike orofein 2 Ablame: FulProtein VASCULAR HIGHWA) 868 1075 81% (00 50% Q8ZP3d1
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BRI1-ARATH

Dotup Fl Dotmatcher/ ¥ %N &
A1 L st

Dottup: fasta::6973:BRIT-ARATH vs fosta::6974:BRIT-ARATH Dotmatcher: fasto::B6988:BRIT-ARATH vs fasto::6989:BRIT-A...
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SMART 4 HTAtBRI1TZ LR 5 41 -

Confidently predicted domains, repeats, motits and features:

Marme Start & End E-value
transmembrane region T 24 P&
LRR

LRR 172 202 29.8
LRR 290 314 24.9
[ow complexity 338 349 MIA
LRR 364 388 49.8
LRR 487 511 162
LRR 535 559 47 .1
LRR 70 725 387
transmembrane region a2 814 MIA
[ow complexity 215 827 P&

STYKC 283 1155 Te-37



Phobius/sg = K Tl Al 25 4

Posterior label probability

Phobius posterior probabilities For ALBRI1

T L

200 400 600 800 1000

transmenbrane cytoplasmic NonN Cytoplasmic == signal peptide s

Prediction of AtBRI1

ID AtBEI1l

FT SIGHAT 1
FT BEGION 1
FT BEGION 7
FT BEGION 21
FT TOPD DM 268
FT TEAMSMEM Taz

815

FT TOPD DM
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Tal
814
11946
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NetAcet & 5 B At A7 st T -

L
# NetAcet 1.0 prediction results, 1 sequence

#

=
# Sequence # Context Score Acetylation

AtBRI1 3T -MKIFS5 0.488

Explain the output. Go back.
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Fhozphorylation potential

NetPhos g iR A7 5 7

IRIE

HetPhos 2.8: predicted phosphoryglation sites in Segquence
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Psortb MV ZH fifl 5E £ -

nitochondrial inner nebrane — Certainty= 0,860(Affirnative) { succ)
plasna nenbrane —— Certainty= 0,440 (Affimmative) ¢ suce)

chloroplast thylakoid nembrane -— Certainty= 0.417(Affirnative) { succ)
nitochondrial internenbrane space - Certainty= 0, 362(Affirnative) ¢ succ)
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