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[ Abstract ]
for rare variants. As the lower power of genome wide association study for detecting casual rare

Next-generation sequencing has revolutionized family-based association tests

variants, methods aggregating effects of multiple variants have been proposed, such as burden tests
and variance component tests. This paper summarizes the methods of rare variants association test
that can be applied for family data, introduces their principles, characteristics and applicable
conditions and discusses the shortcomings and the improvement of the present methods.
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