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Hemorrhoidal disease affects a large and
silently suffering fraction of the population
but its etiology, including suspected genetic
predisposition, is poorly understood.

No genome-wide significant association
has been described until today.
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Hemorrhoids disease has a genetic com-
ponent that compares to that of other
complex diseases and that predisposes to
smooth muscle, epithelial and connective
tissue dysfunction. Patients with a very
high polygenic risk score have an increa-
sed risk for recurrent invasive procedures
and a younger age of onset.
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