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Project Ten: eQTL, GWAS, and SARS-CoV2 We’ll use this last project to learn a bit more about SARS-CoV-2, and about approaches used by population geneticists to investigate aspects of its pathogenicity and transmission among humans. You’ll be introduced to the concept of eQTLs (expression quantitative trait loci) and how they are detected, in relation to variations in expression levels of the gene for the protein that serves as the CoV-2 receptor in humans, ACE2. You’ll also learn about attempts to use genome wide association studies (GWAS) to assess whether particular mutations in the ACE2 gene are associated with increased susceptibility or resistance to CoV-2. Readings for this exercise: ●Info sheet on CoV-2 ●Expression quantitative trait loci: present and future (eQTL.pdf) – Read the abstract and parts 1 and 2. ●Comparative genetic analysis of the novel coronavirus receptor ACE2 in different populations (ACE.pdf) – Read and see how much you can understand. 19 questions based on the readings; worth 2 pts each. Earn 2 pts for working with your group in class. Total: 40 pts





Read more here: Source link 
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      Join us at CRISPR workshops in Koper, Slovenia in 2024. Erasmus+ funds available!
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