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>EF413031 3 [76 — 1143]
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Signal peptide

SignalP-4 .1 prediction (euk networks): Sequence
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Secondary Structure
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Functional sites

Hits for all PROSITE (release 20.98) motifs on sequence sp-Q38J50-FOMT2_WHEAT :

found: 1 hitin 1 sequence

sp-038J50-FOMT2_WHEAT (356 aa)

MGETAAGADEDACHY ATQLYVSSSTLFMT LENATELGLLETIMAAGEFLTF AEVAAKTFS ARNFEA
POMYDEMLELLASY HVYSCRTEDGEDGRLERRY G VCKY LTPREDGYSMSALATMHGDEVLMES
HYY LKDAVLDGGIFFHEAT GMS AFEYHGT D EF REVFREGHENHS ITI TR L ESYKGFEGLGTLY
DVGGGYGATVAAT T AHYFTIRGINF DLF HVISEAFFFFGVTHVGGDMFQEVE SGD AT LMEW T LHDH
SDEHCATLIENCY DALF AHGEVVLVECILF VNP EATPEARGYFHVIMIMLAHNF GGRERYEREFEA

LAKGAGF AAMETTYI Y ANAWATEFTE
Legend:
* *
disulfide bridge active site other ‘ranges’ other sites
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Functional sites

17 - 356: score = /2 .612

LALYSSSILEMTLENATELGLLETI MA agGEFLTF AEVAARLE = a anpEATTIMYIEMLEL
LASTHVVECRTED gled g 1SRRY GAAFYCEYLTFHEDGY RS ALAT MHQDEVIMESHTTL
EDAYVLDGGIP-FHEA TGS AFETHGTDE EFHEVFHEGNENHS I T TEELLES TEGFEGLZ
TLYDV AT Y AR TTAHY PTTRGIHF DLEHYISEA——-FFFPGYTHYGGINFREVESG
DATIMERTLHDY SDEHC ATLLENCY DAL AHGEVVLVECILFYHFEATF KaqgVFHYIMI
MLARNFGGRERTEREFEATARGAGE AMMETTYTT ANAR ATEFTE

Predicted features:
BINDIMNG 224

ACT_SITE 262

Absent features:

BINDING 162
BINDING 177
REGION 243
BINDING 259

245

S-adenosyl-L-methionine (By
similarity)

Proton acceptor (By similanty)

S-adenosyl-L-methionine (By
similarity)
S-adenosyl-L-methionine (By
similarity)
S-adenosyl-L-methionine binding
(By similarity)
S-adenosyl-L-methionine (By
similarity)

[condition: [DE]]

[condition: HJ

[condition not true
[condition not true
[condition not true

[condition not true

Y]
G-D-F]

[KRI]
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Function domains

- Bethyltransft 2

Significant Pfam-A Matches

Show or hide all alignments.

Envelnpe Predicted .
Family Description Enry | clan active | 2how/hide
G @mmmm

Dimerisation Dimerisation domain Domain CLO123 78 7 521;_ m
Methyltransf 2 O-methyltransferase Family CLOD63 88 333 97 333 5 242 242 328.8 1'9589' 262 Show|
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3D Structure
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3D Structure

Model Information

Model Summary @

Model information:

Modelled residue range:

Based on template:
Sequence |dentity [%o]:
Evalue:

Quality information:
QAMEAN Z-Score: -0.66

5 to 356 |
[3p9cAlx (1.80 A)

90.06

0.00e-1

[details]w




3D Structure

Comparison with non-redundant set of PISA assemblies

normalised QMEAN4 score
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COMT Structure

a-helical layer
(— :

SAM-binding [

I SAM-binding
domain —

domain

Dimerizationiregion

Structure-Function Analyses of a Caffeic Acid O-Methyltransferase from
Perennial Ryegrass Reveal the Molecular Basis for Substrate Preference
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Protein Analysis
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Structure-Function Analyses of a Caffeic Acid O-Methyltransferase from
Perennial Ryegrass Reveal the Molecular Basis for Substrate Preference



Protein Analysis
M B ELCOMT (3P9C) fEALALA

Structure-Function Analyses of a Caffeic Acid O-Methyltransferase from
Perennial Ryegrass Reveal the Molecular Basis for Substrate Preference



Protein Analysis

M E B COMTER

AT 1

1.0 (S-PdbViewer)




Protein Analysis

H ¥R EF

AR -

1 X L




Conclusion
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