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Nucleotide binding motif
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Common Structural Motifs in Non-Homologous Structures - slide A. Andreeva
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3D structure evaluation
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enter RASMOL like command...
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DAS registration server

registered DAS servers over time
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DAS & SOAP style interfaces http://www.dasregistry.org



Growth

v ; Papany By i “r.L
5 ‘_' e . s i =
g » s

TN - A I‘;r_":'



Coordinate Systems
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DAS usage

® das.sanger.ac.uk




Some new ideas




Biological applications
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pre-compiled views on
the data

® |ook at the e! “groups”
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Bridge to SOAP

® there is a big Web Service community out
there
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application talks to

application
® E.g SPICE - Jalview:

® Jalview :“User selected residue 12 in
UniProt PO0O123”

® Spice -> shows selection

® Spice ->“User selected active site
annotation”

® Jalview ->displays where it is in the
alignment



Writeback

® write “my annotation” back to a server
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