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- new publication, ... o o

From Arabidopsis thaliana (Mouse-ear cress) [TadD: 3702)
- i Tasromy Cuaryota Vind ez, Stepiopite; Embryophy; Trachesphyie
Relevant articles describing: ‘Spermatopiya; Magnolcpiyte; <ucicotyedns,core eudicotfadions osics
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- . T. Kawashima K_, Kohara M., Matsumoto M., Matsuno A, Muraki A, Nakayama S., Nakazaki N., Naruo K., Okumura
Links to PubMed are provided. S8 Fransz P

"Sequence and analysis of chromosome 5 of the plant Arabidopsis thaliana.”;

- Nature 408:823-826(2000).

manual annotation
+ FUNCTION Removal of H(2)0(2). oxidation of toxic reductants, biosynthesis and degradation of lignin,
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+ SIMILARITY. Belongs to the peroxidase family. Classical plant {class II) peraxidase subfamily.
(cf. Sequence features » below).
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of biol og ists Free text and/or controlled vocabularies. + COPACTOR Binds 2 caciu (s per uburi L. &0m ments
indicate the level of confidence + MISCELLANEOUS' There are 73 percxidase genes in A thaliana.

Sequence databases
X99952, CAABB212.1; -. mRNA. [EMBL / GenBank f DDBJ] [CoDingSequence]
AP002032. BAB0S806 1, -. Genomic_DNA [EMBL / GenBank f DDBJ] [CoDingSequence]
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3D-structure, Calcium, Glycoprotein, Heme, Hydrogen peroxide, |1K|e rdss
databases, ...) Peroridase; Pyrrolidone carboxylc acid; Signal

Nomenclature, ...

Feature table viewer

To Length Description Pr1a
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External expertise Experimentally proven, predicted or
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« Probable »: Not indicated by the authors, o quence features

but inferred from other sources.
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TMHMM, ESKW, MEMSAT Manually checked protein sequence
etc. Protein sequences derived from the same

— gene are merged, the most accurate sequence

is displayed and differences
are fully documented \

Sequence information
Lencth 335 AA [This is the length  Molecular veigit: 34989 Da [This is the CRC64. 57E3768212F1BC6B [This 1s 2
of MW

recurso] _ checksum on the sequence]

1 20 20 @ s @
HAVENLYTCD GLYIISLIVE VSSIFGTSSA QLIATIYSST CRHISAIVES TIGRALGSIT

RIGASLIRL FHDCPVNGCD ASTLLODTGS IGSERNAGRN UNSARGPHVY DNIKTALENA

Every new entry iS Smeitted tO a “CheCking program" e BT P T T P
to make sure that our annotation and format rules e sl v s e e
are enforced, and then double checked by a R e i

a0 azp s
FFOAFAGSINT WHGHISPLTG SNGETRLOCK KS

second annotator before integration in UniProtkKB/Swiss-Prot

View ety in original UniProtKB/Swiss-Prot format
Vieweriry in raw text format (o finks)
Report form for errors/spdates in this UniProtke/Swiss-Prot entry
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Boeckmann B., Blatter M.-C., Famiglietti L., Hinz U., Lane L., Roechert B., Bairoch A.
“Protein variety and functional diversity: Swiss-Prot annotation in its biological context.

A UniProtKB/Swiss-Prot entry in the NiceProt view format
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