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	Old MobiDB 1.0
	New MobiDB 2.0

	· X-ray, NMR and manual disorder
· Sequence annotations for SwissProt (ca. 450,000)
· Multiple predictors
· Thousands of hits from international domains
· Cited in quality scientific analysis
	· X-ray, NMR and manual disorder
· Sequence annotations for UniProt (ca. 80 million sequences)
· Multiple predictors
· Long disorder predictions
· More predictors with optimized consensus definition
· Low complexity regions
· Markings for Conflicting/ambiguous disorder definitions
· Detailed sequence viewer

· 3D view of the PDB entries
· PDB protein-protein interactions
· STRING protein-protein interaction cross references 

· Secondary structure, PFAM domains, post-translational modifications, binding sites & linear motifs from UniProt
· More user friendly interface. 
· Latest DB technology for fast access, storage and maintenance


Supplementary Table 1. Improvements over MobiDB 1.0. List of similarities and differences between the previous MobiDB 1.0 and the MobiDB 2.0 database described in this paper. 
