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Lecture on the practical application of approaches that use genetic epidemiology data
to search for genetic factors that influence traits. The course will cover the basics of
genetics, genetic epidemiology, genetic statistics, using genome—wide association
studies (GWAS) as an example.
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Human health information is now being collected on a large scale for societies and
populations. In this course, students will learn how to handle and analyze SNP (single
nucleotide polymorphism) data obtained through large—scale epidemiological and genetic
approaches. The goal of this course is to provide students with the skills and
knowledge to acquire simple Mac or Linux command usage, followed by the acquisition
of genomic data, preprocessing, statistical analysis, and discussion of the results,
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Learn how to handle genomic data (mainly single nucleotide polymorphisms (SNPs))
obtained from large human populations in cohort studies and case—control studies.
Mainly, Linux command are utilized, and from data acquisition to pre—processing,
statistical analysis, and consideration of the results, proceed in a practical hands—on
format. Each student should prepare his/her own PC.
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