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Introduction Data Exchange Mechanisms 2: Webservices

The eFamily project brings together 5 of the world’s leading molecular biology databases that are based After investigation, eFamily has decided that one of the most appropriate methods for making data and
in the UK: CATH, InterPro, MSD, Pfam and SCOP. These databases are built upon protein sequence or compute resources available is via standard Webservices. Our Webservices have been produced using
structure. Historically, the resources for archiving protein sequence and structure have been developed a variety of methods: Java and Apache Axis; Perl SOAP::Lite module or the third party software
independently, leading to difficulties in navigating between the two. As the number of protein sequences SOAPLab (http://industry.ebi.ac.uk). Avialable services are listed on the eFamily website

and structures increases rapidly the need to integrate the two types of data becomes more pressing. The
eFamily project is working towards bridging these two resources, thereby allowing seamless navigation

between protein structure and sequence to the end user, who is more often than not a non-computer Exchange Format & API - As the eFamily members are going to be exchanging similar sorts of
expert. data, which will be used by third parties, we have developed an XML schema that models the mapping
between sequence and structure, domain information and sequence and structure alignments. More

information about the schema can be found at
http://www.efamily.org.uk/xml/efamily/documentation/efamily.shtml. As the data model is complex we

Mappi ng BEtween PrOtei n Stru cture and Sequence have written an API to perform the 1/0 between the data (often stored in BioPerl objects) and the XML.

We plan to summit this API to BioPerl in the near future making the XML and API accessible to the wider
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genomic DNA sequence annotation rather protein necessitated the limited replication
sequence. Consequently, there was no way of of MSD at different sites.
encapsulating protein alignments or protein
structure. As part of this project we have extended
the DAS specification to allow sequence and
structure aligments.
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We have also developed a prototype client to
integrate sequence and structure data. The DAS
client, called SPICE, is shown left. The features are
represented as bars underneath the sequence (white
bar). The 3D structure of the white bar is in the top
panel and coloured blue. The DAS feature
highlighted in the structure is a disulphide bridge




