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mYGrid and UTOPIA: An Integrated Approach to
Enacting and Visualising In Silico Experiments
In the Life Sciences

S. Pettifer, K. Wolstencroft, P. Alper, T. Attwood, A.
Coletta, C. Goble, P. Li, P.McDermott, J. Marsh, T.
Oinn, J. Sinnott and D. Thorne.
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A ™YGrid/taverna workflow workbench
A Utopia visualisation toolKkit

A Linking by semantics

A Integration experiences - Case Study
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mYGrid Project

A Suite of components designed to support in
silico experiments in biology

A Taverna workbench i main user interface
A Semantic service discovery components
A Provenance components
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mYGrid In Use
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A ~35,000 downloads
A Users worldwide

US, Singapore, UK,
Europe, Australia
Systems biology
Proteomics

Gene/protein annotation
Microarray data analysis
Medical image analysis
Heart simulations

High throughput screening
Genotype/Phenotype studies
Health Informatics
Astronomy
Chemoinformatics

Data integration
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Taverna Workflows
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A Access to distributed resources and analysis
tools

A Automation of data flow
A lteration over large data sets
A Recording of experimental provenance
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Taverna Resources
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A Taverna can access over 3000 resources

I Web services, R-scripts, local java services, BioMoby services,
Beanshell scripts etc

A Most owned by third parties (e_)
A No common data model = _NCbBI

National Center for
'l‘, DDBJ
— DNA Data Bank of Japan

Biotechnology Information (USA)
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Interoperation not Integration

A Workflows allow interoperation between
resources 1 but not true integration

A The services Taverna connects are independent
and owned by third-parties

A There is no common way of displaying the
results
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Workflows only a Partial Solution

A How do you look at results?
I Workflows can generate vast amounts of data quickly

A How many results files do you have?

I Workflows generally gather data from multiple
sources

A How do you relate result #1 in file #1 with result
#1 In file #2 etc
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Data Integration at Visualisation

A Viewing heterogeneous results together
A Interacting with results and displaying changes

A Integrating Taverna with visualisation toolkits
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UTOPIA

A A collection of interactive tools for the analysis of
orotein sequence and structures

A Retrieval and interactive visualisation of
DlOIOglcaI data eseme-- 8200004 muns e

B I O

......

"




ity
er

The Universi
of Manchest

>
-
4
-
-

Utopia Visualisation Tools

A Cinema (Colour INteractive Editor for Multiple
Alignments)

I For the visualisation and construction of multiple
sequence alignments

A Ambrosia
I Molecular visualisation tool

I 3D structure viewer
A Find-o-Matic
I Built-in search and management tool
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