Suppose you wanted to create a genetic risk score for your trait (or a related-ish trait if you can’t find anything associated with yours).You would first need some effect size estimates for your trait. See if you can find some – you don’t need to find them all, but just have a few. 
 
What do you notice about the magnitude of the effect sizes (i.e., the beta coefficient, or odds ratios). 
[trait dependent, but highly likely weak effects]. 
 
Describe how you would calculate a genetic risk score (GRS) if you had GWAS data 
Some description to the effect of explaining the following formula, or the following formula: 
GRSi = [∑i=1,…,m ln(ORi) x SNPji] / m, where j indexes individuals, i variants. 
[Note that sometimes the GRS is normalized, so it’s fine if they did or did not divide by the m.] 
 
Suppose that you tested the GRS from your trait, and then you also tested the GRS with another trait, say, BMI for example. Say the GRS has p=10-4 for that trait – what does that mean? Was there any benefit to testing the GRS, versus the individual variants? 
It’s significantly associated with the other trait – this indicates that there is some sort of shared genetic basis between it and the other trait. (Perhaps even the genetics causes your trait, which influences BMI, or the other way around, that it influences BMI which also influences your trait. You could also test the other way around, e.g., the GRS for BMI, and test that in your trait for association.) As per why test the GRS as opposed to individual variants? – power. 
 
 

