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Combining the strengths of UMIST and

The Victoria University of Manchester

Overall goal

ïAdd value to existing public SNP databases

ïSupport multiple experimental added-value SNP analysis 

packages

Core application:

improving the search for candidate gene selection in 

quantitative trait analysis

ïAnalysis of genetic factors in observed quantitative phenotypes

Åresistance / susceptibility to a certain disease

Ålife span, weight, é

Build a flexible data infrastructure to support current 

biology research involving gene polymorphism (SNP)



Combining the strengths of UMIST and

The Victoria University of Manchester

Example: study on a parasite worm

Trichuris trichiura Trichuris muris

ÅSame life cycle

ÅNatural parasite of mice

Genetic Component to Susceptibility to Trichuris trichiura: 

Evidence from Two Asian Populations
S. Williams-Blangero et al. - Genetic Epidemiol. 2002 22 (5):254
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