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Query Text

PREFIX up:<http://purl.uniprot.org/core/>
PREFIX ideal:<http://www.1ideal.force.cs.is.nagoya-u.ac.jp/IDEAL/>

SELECT ?protein ?idp 7region_start ?region_end Zorder_disorder
WHERE
{
SERVICE <https://integbio.jp/rdf/mirror/alt/uniprot/sparql>{
?protein a up:Protein .
?protein up:mnemonic "MYC_HUMAN' .

?1dp ideal:uniprot ?protein .

?1idp ideal:region ?rid.

?rid ideal:region_start ?region_start.
?rid ideal:region_end ?region_end.

?rid ideal:order_disorder ?order_disorder.
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. Process Additional Information
o protein_id |ideal_id | process_id operand operator result special object location property
SMAD3 TGF B receptor SMAD3-P
: P84022 |lIDOOTIS 1 (obj_id 1) (obj_id 2) (obj_id 3)
9 SMAD3-P, SMAD3-P, SMAD4 SMAD3-P/SMAD3-P/SMAD4 | SMAD3-P/SMAD3-P/SMAD4 Cvtosol
(obj_id 4) (obj_id 5) (obj_id 5) v
3 SMAD3-P/SMAD3-P/SMAD4 SMAD3-P/SMAD3-P/SMAD4 | SMAD3-P/SMAD3-P/SMAD4 Nucleus positive regulation of
(obj_id 5) (obj_id 6) (obj_id 6) transcription, DNA-templated
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