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Class 5-Pathogenic: there is significant evidence to suggest that this variant is a dominant high-risk
pathogenic variant with probability of pathogenicity >0.99. Class 4-Likely pathogenic: there is
evidence that this variant is a dominant high-risk pathogenic variant with probability of pathogenicity
between 0.95–0.99. Class 3-Uncertain: there is insufficient evidence to place this variant in Class 1, 2,
4 or 5 with probability of pathogenicity between 0.05–0.949. Class 2-Likely not pathogenic/little
clinical significance: there is evidence against this variant being a dominant high-risk pathogenic
variant with probability of pathogenicity between 0.001–0.049. Class1-Not pathogenic/low clinical
significance: there is significant evidence against this variant being a dominant high-risk pathogenic
variant with probability of pathogenicity <0.001. [1，2]
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