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Background: A recent genome wide association study (GWAS) found that single nucleotide polymorphisms (SNPs) in the FBN-1 gene, encoding Fibrillin-1, were associated with thoracic aortic dissection (TAD), thoracic aortic non-dissection aneurysm (TAA), and thoracic aortic aneurysm or dissection (TAAD); the largest effect was for association with TAD. We investigated whether two independent tagging SNPs (rs2118181 and rs10519177) in FBN-1 are associated with TAD, TAA, and TAAD in the Yale study.
Methods:  We genotyped 636 TAAD cases (496 TAA and 140 TAD) and 275 disease-free controls collected in United States, Hungary, and Greece and analyzed the association of the  FBN-1 SNPs with TAD, TAA and TAAD using logistic regression models that adjusted for sex and study center.
Results:  Odds ratios (95% CI) for carriers of the risk variant of the rs2118181 SNP, compared with noncarriers, were 1.76 (1.09-2.85), 1.21 (0.82-1.79), and 1.32 (0.91-1.93) for TAD, TAA, and TAAD, respectively. The second SNP, rs10519177, was not associated with any endpoint. In a combined analysis of the Yale study and published GWAS results, the odds ratios for TAAD were 1.75 (1.53-2.01) and 1.41 (1.18-1.67) for rs2118181 and rs10519177, respectively. 
Conclusions:  In the Yale study, rs2118181 in FBN-1 was strongly associated with TAD but not with TAA or TAAD; rs10519177 was not associated with any endpoint.  Further investigation of these genetic variants is warranted.

