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We performed gene-based burden test using whole exome sequencing data of 431
cases with Marfan syndrome and related disorders, and 481 controls. In addition to known causative
gene FBN1, our exome-wide association study identified MRF1 (pseudonym) as a possible candidate
gene. MRF1 is a LoF intolerant gene with a higher rate of rare disruptive variants in cases compared
to controls and expressed in human aortic tissue, suggesting possible link to Marfan syndrome.
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