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            Abstract
Access to genetic data across studies is an important aspect of identifying new genetic associations through genome-wide association studies (GWASs). Meta-analysis across multiple GWASs with combined cohort sizes of tens of thousands of individuals often uncovers many more genome-wide associated loci than the original individual studies; this emphasizes the importance of tools and mechanisms for data sharing. However, even sharing summary-level data, such as allele frequencies, inherently carries some degree of privacy risk to study participants. Here we discuss mechanisms and resources for sharing data from GWASs, particularly focusing on approaches for assessing and quantifying the privacy risks to participants that result from the sharing of summary-level data.
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Glossary
	Allele frequency
	
                  The frequency of the less-common allele of a polymorphism. It has a value between 0 and 0.5 and can vary between populations.

                
	Bayesian
	
                  A statistical framework for evaluating a hypothesis. The Bayesian approach assesses the probability of a hypothesis being correct by incorporating the prior probability of the hypothesis.

                
	Discrimination threshold
	
                  The significance threshold for rejecting the null hypothesis in a statistical test.

                
	Frequentist
	
                  A statistical framework for evaluating a hypothesis. The frequentist approach tests a hypothesis as being correct given the strength of a data set.

                
	Imputation
	
                  A method for inferring untyped variants from neighbouring variants, based on linkage disequilibrium and haplotype structure.

                
	Linear regression
	
                  The estimation of a first-order relationship between two variables, which involves fitting a line of best fit to the data.

                
	Missingness
	
                  The percentage of samples that do not receive a genotype call for a SNP in a genome-wide association study.

                
	Neymanâ€“Pearson lemma
	
                  A theorem that assures the optimality of a likelihood ratio test between simple hypotheses at a given threshold.

                
	Prevalence
	
                  The prior probability that a person is in a data set of interest. Alternatively, the term can refer to the fraction of individuals in a data set out of the total number of individuals that could be in the data set.

                
	Reference data set
	
                  A data set of samples from individuals who are from the same population that was sampled in the summary-level data set of interest.
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