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IDEAL, a database for intrinsically disordered proteinst

Satoshi Fukuchi*

and Hiroto Anbo™

Intrinsically disordered proteins are the ones that have intrinsically disordered regions adopting no tertiary

structures under the physiological condition. We have been developing a database of intrinsically disordered
proteins, IDEAL (https:/www.ideal-db.org), for the last decade. In this article, we will look back our activity and

introduce IDEAL as the 10th anniversary of IDEAL.
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Intrinsicaty Disordered proteins with Extensive Annotations and Literature

Version 01/Jul/2020 was released. [1]
We introduced new annotations of liquid-liquid phase separation (LLPS).

What is IDEAL 7
IDEAL provides a collection of knowledge on experimentally verified intrinsically disordered proteins (1DPs) mare

What's new Find the new features of IDEAL.

[2] Browse See the lst o al proteins in IDEAL.

[3] search
+ Keywor: Search IDEAL by keyword, Uniprot accession and PDB 1D,
+ Blast search Find similar sequences in IDEAL.
+ SPARQL Search IDEAL at the SPARQL endpoint.
[4] Pownload
- XML Get IDEAL in XML format.
+ RDF Get IDEAL in RDF format.

Get IDEAL.phosp files.

Help Find the way to dig up IDEAL.
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CRYSTAL STRUCTURE OF THE XTCF3-CBD/BETA-CATENIN
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