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EifsH%/ Defense related M 3 ( Spotl4,18,24)

B S,/ Protein synthesis| I 5 ( Spot12,13,17,20.21)

AEf{CiH/ Energy metabolisml 2 (Spot 3,15)

¥S4EH/ Photosynthesis| I 4 (Spot 4,6, 16, 25)
Brid e/ Stress responsejilll 2 ( Spot 2,3)

AR ThfE/ Unknown function M 4 (Spot 1,7, 11,22)
T EEH/ Number of proteins
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Search

Search in
Protein Knowledgebase (UniProtkKB)
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Results
Entry Entry name  Status ~ Protein names Gene names Organism Length
Q01613 SHRM1_XEMLA Protein Shroom1 shroom1 apx #enopus laevis (African clawed frog) 1.420
L-ascorbate peroxidase 2, APX2 APX1B . ) :
Q1PERG APXZ_ARATH cytosolic At3g09640 F11F8_23 Arabidopsis thaliana (Mouse-ear cress) 251
P55130  RTX31_ACTPL RTX-IIl toxin determinant A apxIlIA clylllA pbA rixA Al:tmnbam_llus pleurnpneumun_me 1049
from serotype 2 (Haemophilus pleuropneumaoniae)
P55131  RTX32 ACTPL RTX-I toxin determinant A apxllIA clylllA pieA rixA Al:tml:ubam_llus pleurnpneumnn_me 1.052
from serotype & (Haemophilus pleuropneumoniae)
e Toxin RTXI translocation Actinobacillus pleuropneumoniae
Q04473 | RTX3B_ACTPL ATP-binding prote... apxIliB clylllB rtxB (Haemophilus pleuropneumaoniae) i
P55128  RTX11_ACTPL RTX-l toxin determinant A apxIA clylA hiylA Al:tml:ubam_llus pleurnpneumnn_me 1023
from serotypes 1/9 (Haemophilus pleuropneumoniae)
S RTX-l toxin determinant A Actinobacillus pleuropneumaoniae
G
P55129 | RTX12 ACTPL from serotypes 5/10 apxIA clylA hlylA (Haemophilus pleuropneumaoniae) 1,023
P26760 RTX1B_ACTPL T:DHI!'I RTX- tr.anslocatlon ATP- apxIB appB clylB hiylB Al:tml:ubam_llus pleurnpneumnn_me 707
binding protein (Haemophilus pleuropneumoniae)
P26761 RTX1D_ACTPL RTX.I toxin determinant D apxID appD clylD hiyip  Actinobacillus pleuropneumaniae 477
(Haemophilus pleuropneumaoniae)
P15377  RTX2A_ACTPL RTXI toxin determinant A apxllA appA clyllA cytC Al:tml:ubam_llus pleurnpneumnn_me 956
byl 1A (Haemophilus pleuropneumoniae)
Q08633 RTX3D_ACTPL RTXIl toxin determinantD  apxIID clylliD rtxD Actinobacillus pleuropneumoniae 477
(Haemophilus pleuropneumaoniae)
POA33  RTX2C ACTEL RTX-ll toxin-activating lysine- apxIIC appC ashC Al:tml:ubam_llus pleurnpneumnn_me 160
= acyltransferas... chyllC cytC hlyC (Haemophilus pleuropneumoniae)
Q04474 RTX3C_ACTPL RTX-IIl toxin-activating lysine- apxIlIC chyllIC rxC Actinobacillus pleuropneumaoniae 173

L' il =

acyltransfera...
RTX-l toxin-activating lysine-

(Haemophilus pleuropneumaoniae)
Actinobacillus pleuropneumoniae
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L-ascorbate peroxidase 2, APX2 APX1B

[ Q1PER6 APX2_ARATH cytosolic At3g09640 F11F8_23

Arabidopsis thaliana (Mouse-ear cress)

Names and origin

Protein names Recommended name:
L-ascorbate peroxidase 2, cytosolic
EC=1111.11
Alternative name(s):
L-ascorbate peroxidase 1b
Short name=APX1b
Short name=AtAFPxI2

Gene names Name: APX2
Synonyms: APX1B
Ordered Locus Names:At3g09640
ORF Names: F11F8 23

Organism Arabidopsis thaliana (Mouse-ear cress) [Reference proteome]

Taxonomic identifier 3702 [NCBI]




Protein attributes

Sequence length

Sequence status
Sequence processing

Protein existence

251 AA

Complete.

The displayed sequence is further processed into a mature form.

Evidence at transcript level

General annotation (Comments)

Function

Catalytic activity
Cofactor
Subcellular location
Tissue specificity
Induction
Miscellaneous

Sequence similarities

Sequence caution

Plays a key role in hydrogen peroxide remaval [ By similarity |,

2 L-ascorbate + Hz0z + 2 H' = L-ascorbate + L-dehydroascorbate + 2 Hz0.

Binds 1 heme B (iron-protoporphyrin 1X) group per subunit.

Cytoplasm [ By similarity |,

Detected in bundle sheath cells, the photosynthetic cells that surround the phloem and xylem.

By excess light treatment, by wounding and by heat-shock stress.

Binds one cation per subunit; probably K°, but might also be Ca®* [ By similarity |,
Belongs to the peroxidase family. Ascorbate peroxidase subfamily.

The sequence AAFZ3294 1 differs from that shown. Reason: Erroneous gene model prediction.




Ontologies

Keywords
Biological process
Cellular component

Ligand

Malecular function

Technical term

Hydrogen peroxide
Cytoplasm

Calcium
Heme

Iron
Metal-binding
Fotassium

Oxidoreductase
Feroxidase

Complete proteome
Reference proteome




Gene Ontology (GO)

Biological _process hydrogen peroxide catabolic process
Inferred from electronic annotation. Source: UniProtkKB-KW

response to oxidative stress
Inferred from direct assay [ PubMad 3308897 | Source: TAIR

Cellular_component cytosol
Traceable author statement Source: TAIR
Molecular_function L-ascorbate peroxidase actimty
Traceable author statement | R=f.2 | Source: TAIR
heme binding
Inferred from electronic annotation. Source: InterPro

metal ion binding
Inferred from electronic annotation. Source: UniProtkB-KW




Sequence annotation (Features)

Feature key Fosition(s) | Length

Molecule processing

Initiator methionine
[l Chain

Sites

Active site
Metal binding
Metal binding
Metal binding
Metal binding
Metal binding
Metal binding
Site

Experimental info

Sequence conflict
Sequence conflict

Sequence conflict

—_
Lal

Description

Graphical view

Removed

L-ascorbate peroxidase 2, cytosalic

Proton acceptor

Iron (heme axial Iigand}

Potassium or calcium

Potassium or calcium

Potassium or calcium

Patassium or calcium; via carbonyl oxygen
Potassium or calcium

Transition state stabilizer

Y — Fin ABEBS932.

F — 5in CAABEIZ5.

F— 5in CAASG340.

Feature identifier

PREO_0000261322




Sequences

Sequence Length Mass (Da) Tools

QPERSG [UniParc] FASTA 251 28,006 |Blast ] go |

Last modified January 23, 2007. Version 3.
Checksum: FFCTFED82A4EF3ED
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User-provided sequence:
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Amino acid composition:
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Total nomber of negatively charged resi (Asp + Glu)
Total number of positively charged resi (Arg + Lys)

E=ztimated half-life:
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Molecular weight
Bulkiness

Polarity / Grantham
Eecognition factors
Hphok. COMH / Sweet et al.
Hphobk. / Evte & Doolittle
Hpholbr. Abraham & Leo
Hphob . Bull & Breese
Hpholbr. Guy

Hphob . Mivazawa et al.
Hpholbr. Eo=zeman

Hphob . Wolfenden et al.
Hphok. HPLC / Wilson & al
Hphob. HPLC pH3.4 / Cowan
Hphok. / Rf mobility

HELC / TFL retention

HPLC / retention pH 2.1

% buried residues

Hphob. / Chothia

Batio heteroc end/=zide
Average flexibility

kheta-sheet / Chou & Fasman

alpha-helix / Deleage & Houx

keta-turn / Deleage & Roux

alpha-helix / Levittc
beta-turn / Levitt
Antiparallel beta-strand
L. 4., composition

Eelative mutability

Humber of codon(s)
Folarity / Zimmerman
Refractivity

Hphob. / Eiszenberg et al.
Hphob. Hopp & Woods
Manawvalan et al.

Elack

Hphok .
Hphob.
Hphok . Fauchere et al.
Hphob. Janin
Hphok . Rao & Argos

Hphob. Tanford

T e T T T e T ¥

Hphok .
Hphob. HELC / Parker & al
Hphok. HPLC pH7.5 / Cowan
HPLC / HFBA retention

Welling & al

Transmembrane tendency

HELC / retention pH 7.4

% accessikle residues
Hphobk. / Rose & al

Lverage area buried
alpha-helix / Chou & Fasman
beta-turn / Chou & Fasman
beta-sheet / Deleage & Roux
Coil / Deleage & Roux
beta-sheet / Levitt

Total beta-strand

Parallel beta-strand

L.R. comp. in Swiss-Prot
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