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1 ALAS-25#) 3 (S-domain) 7 RLK

2 H A E AR E LGS (leucine-richrepeats,LRRs) %! RLK
+ 3 WAK(Wall-assoeiated kinase) 2RLK

+ 4 PRS(pathogenesis related proteins) &XRLK

* 5 PERKF=CRINKLY 242 49 RLK

6 st 2= (lectin-like) RLK
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GTCETETCCR
CAGCACAGEST

ACGRCABCET
TECTETTECR

GCCEEATTAC
CEECCTAATE

TCCECCTCCR

CAAMRGECCEC
GTTTCCEECE

CTTCGCCATGE
GERAGCEETAC

GEAGECATEE
CCTCCoTACC

CEEEECCARG
GCCCCEETTC

TEEECARMSEE
ACCCETTCCE

AGLTTCACCE
TCTAMSTEET

TECECCACCGE
ACGCEETEEC

GCTCETCCCC
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GETTTCEECE

ACAMGRCCTT
TETTCTEEAR

CTCCASCATC
GAGETCETALG

AACCTTAGCT
TTrEEAATCER

CEACCACATC
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GETECETEEC
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ATEECAGOER
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GOGATTTCCA
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GACCTTGECCC
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CTEECCATER

ACALRGETTER
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CTTTGEAGCTG
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AGAGTTETAG
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TTETACGACE
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GCTGCTECETS

TACTACGRLC
ATEATECTTE

CAETETATCE
GTCACATRGT

CRAGCLRGET
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CAGCTCATCG
GrCCGAGTAGC

TCEACATCCE
AGCTETAGET

TETCTTAATC TTTETAGTET CAACTTAATT

AGCTTCACCC
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GECTECACCT
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CCTCAAGRAGT
GEAGTTCTCG

CATCAGCTEC
GTAGTCEACE

CEEEAGCCAC
GCCCTCEETE

TTETCEAGET
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GEECTACCTC
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AGGAAGEAGET
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TCTETCTCCT
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| CGTCA-motif

Site Name

CGTCA-motif
CGTCA-motif

CGTCA-motif

LTR

Site Name

:

Site Name

vE
in

B TGACG-motif

Site Name

TGACG-mot:f
TGACG-motif
TGEACG-motif
TGACG-motif

Organism

Hordeum vulgare
Hordeum vulzare

Hordeum vulgare

Hordeum vulgare

Organism
Hordeum wvulgare

Organism

Zea mays

Zea mays

Organism

Hordeum wvulgare
Hordeum vulgare
Hordeum vulgare
Hordeum vulgare

Position Strand Mafrix sequence
score.
623 + 5 CGTCA
872 + 5 CGTICA
829 + 3 CGTCA
910 - 5 CGTCA
Position Strand i:;:f sequence
1063 - 6 CCGAAA
Position Strand Matrix sequence
score.
343 - 6 CGGTCA
1434 - 6 CGGTCA
Position Strand Matrix sequence
score.
623 - 5 TGACG
872 - 3 TGACG
829 - 5 TIGACG
G40 + 5 TGACG
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Score

SignalP 4.1 Server - prediction results

Technical University of Denmark

CBS
SignallFP-4 11 prediction (euk networlks): Os085g0124000
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TMHMM 2z 44

TMHMM posterior probabilities for Os08g0124000
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NetPhos 2.0 Fi | & &% 1L4z &

HetFPhos 2.8% predicted phosphorylation sites 1n OsB8gH1Z2466
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DISPHOS Results

Os08g0124000 results
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H-glycosylation potential

MetHGlyz 1.8 predicted H-glyco=sylation =site=s in O0s88g@l24000

Fotential
Threshold
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Swiss model

model3 model2
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