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1. Titles  

(i) The Genomics of Common Diseases Conference, Wellcome Trust, UK 

(ii) Advanced Course: Design and Analysis of Genetic-based Association studies, 

Wellcome Trust, UK 

 

2. Abstract 

(i) Wellcome Trust in association with Nature Genetics organized the conference. The 

meeting addressed the state-of-the-art in genome-wide association studies across a 

range of common diseases, including whole genome sequencing. Key areas included 

population genetics, statistics and evolution including common disease challenges in 

different populations. Also, efforts to translate common disease genetics to the clinic 

and to the healthy population, incorporating pharmacogenomics, genomic profiling, 

utility of risk prediction, and public health. Genomics of common cancers and heritable 

cancer susceptibility, cell and animal models of common disease genetics, epigenomics 

of common diseases and finally, ethical, legal and social implications of personal 

genetic information.  

(ii) The Advanced Course aimed to give researchers involved in disease studies a firm 

grounding in the use of the latest statistical methods and software for analysis of 

genetic association studies. The course covered both theoretical and practical aspects of 

the design and analysis of such studies. Each topic included a lecture followed by a 

practical session in which state-of-the-art statistical software was applied to relevant 

datasets. The practical sessions illustrated the ideas presented in the lectures. Key areas 

included introduction to genetic association studies, study design, basic association 

analysis, quality control, population structure, haplotype estimation, genotype 

imputation and family-based association studies 

 

 

 



3.Questions and answers 

 

Q1：Prof. Kishi: Did you say that the Wellcome trust 

only deals with genetic research?. From the 

fundings available it seems other fields are 

applicable. 

 

A1：Yes, Sensei. The Wellcome trust funds other fields. 

However, the Wellcome trust Sanger institute 

which was established as a genomic and genetic 

research institute, deals with various forms of 

genetic reasearch on the Genome campus. 

 

Q2：Dr. Araki: What is the difference between normal 

statistical software and statistical genetic 

software?. And what are their examples. 

 

A2:  Because of the complexity of genetic information and variation in population structure, 

genetic statistic tools are developed to make allowance for specific functions that tackle some 

of these complexities. For instance, when calculating sample size for a genetic association 

study, a specific software that puts into account the gene allele frequency in the general 

population will yield a higher quality study design than a non-genetic tool. The genetic tools 

are designed for specific analysis and there are clear statements on what and what kind of 

analysis can be performed by a particular software. The last slide is a list of web links for 

several tools. Choice depends on the objectives of the study. Some are free. 

 

 

 


