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The NM_001204.7(BMPR2):c.140G>A (p.Gly47Asp) variant is a missense variant located within exon 2 of BMPR2, predicted to cause
substitution of glycine to an aspartic acid. This variant is located within the conserved extracellular domain of the protein but does not
affect a known critical residue (PM1_moderate). The variant is absent from gnomAD v2.1.1 (controls) and v4.1 (PM2_supporting). The
REVEL prediction algorithm score is 0.55, which is below our threshold of >=0.75 for pathogenicity (PP3_not met) and above our threshold
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for benignity (BP4 not met). The variant has been reported in an individual with PAH associated with congenital heart disease (PMID:
15358693) but not in patients with hereditary or idiopathic PAH (PS4 not met). Alternative alleles at the same nucleotide or amino acid
have not been reported (PS1 and PM5 not met). Functional studies have not been reported (PS3, not evaluated). Neither segregation or
maternity/paternity studies have not been reported (PS2, PP1, BS4 not evaluated). In summary, this variant meets the criteria to be
classified as a variant of unknown significance for pulmonary arterial hypertension based on the ACMG/AMP criteria applied, as specified
by the ClinGen Pulmonary Hypertension VCEP: PM1_moderate, PM2_supporting (VCEP specification version 1.1.0, 1/18/2024).
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Located within the conserved extracellular domain of the protein but does not affect a known critical residue.

The variant is absent from gnomAD v2.1.1 (controls) and v4.1.

Alternative alleles at the same nucleotide or amino acid have not been reported.

The variant has been reported in an individual with PAH associated with congenital heart disease (PMID: 15358693)
but not in patients with hereditary or idiopathic PAH.

The variant is absent from gnomAD v2.1.1 (controls) and v4.1.

The REVEL prediction algorithm score is 0.55, which is below our threshold of >=0.75 for pathogenicity and above
our threshold for benignity.

Alternative alleles at the same nucleotide or amino acid have not been reported.

The variant is absent from gnomAD v2.1.1 (controls) and v4.1.

The REVEL prediction algorithm score is 0.55, which is below our threshold of >=0.75 for pathogenicity and above
our threshold for benignity.
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The information on this website is not intended for direct diagnostic use or medical decision-making without review by a genetics professional. Individuals should not change their health behavior solely on the basis
of information contained on this website. If you have questions about the information contained on this website, please see a health care professional.
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