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Abstract Results Methods
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Figure 1: Regional Plot of rs147138607 Region after Fine- Figure 2: Regional Plot of rs335407 Region after Fine-Mapping. KL, Dumitrescu L, Eaton CB, Thomas F, Young A, Carty C, Heiss G, Le
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* rs147138607 and rs335407 had highest probabilities of causality - Both regions had relatively large 95% credible sets Multiple Studies”. bioRxiv.
* We conducted a genome-wide association study (GWAS) of 48,138 in their respective regions, so they’re the most-likely causal variants . Region containing rs147138607 had 21 variants
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rs335407 Probability of Causality: 17% Probability of Causality: 40% « Exclusion of variants not present in all ancestries (in GWAS results)

 |f genome-wide significant (P < 5x108), we can say variant is * Exclusion of variants with more than 2 alleles
associated with trait * Relatively small sample size
« Statistical fine-mapping is one option for further analysis of GWAS

* Region containing rs147138607 — more broad distribution of probabilities

results . Related to higher LD between variants * Future work will attempt to address limitations by
« MSsCAVIAR utilizes pairwise linkage disequilibrium (LD) and z- + Region containing rs335407 — more focused distribution of probabilities  Conducting ancestry-specific analyses - less variants excluded
scores from original GWAS + Related to lower LD between variants - Incorporating functional annotations - further reduce credible set
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