KyotoUx 005x

Free online courses from Kyoto University

“Introduction to Statistical Methods
for Gene Mapping”

Learn about statistical methods used to identify genetic variants
responsible for phenotypes.

April 2, 2020 — March 4, 2021
Length: Self-paced (4 WeekS)
Instructor: Ryo Yamada, Ph.D.

Professor of Statistical Genetics, Kyoto University
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Previous knowledge of molecular genetics and basic statistical
concepts, such as statistical tests and estimation, is required.
Basic knowledge on genetic variations is offered at the start of
the course.

Basic Knowledge for Gene Mapping
Linkage Disequilibrium

GWAS and Multiple Testing
Common Variants and Rare Variants
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MOOC (Massive Open Online Courses) is an online course that is available to anyone for free. A large number of learners all over the world take courses and learn
through a variety of materials such as the lecture videos, assignments and exams. Kyoto University provides MOOC as "KyotoUx" on edX, one of the MOOC
providers, offering high-quality courses from the world’s best universities and institutions to learners everywhere.




