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It is known that the allele dropout phenomenon, in which only one of the alleles is not amplified,
occurs in the process of genome amplification from scarce amount of DNA and causes a
misdiagnosis. We compared various whole genome amplification techniques (WGA) available. We
observed that the mutations detected differed depending on the each WGA methods. Amplification
bias was observed even in the same gene region. ADO was observed at any locus regardless of
which WGA was adopted. At present, the MDA method is the most versatile.
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It is known that the allele dropout phenomenon, in which only one of the
alleles is not amplified, occurs in the process of genome amplification from scarce amount of DNA
and causes a misdiagnosis. We compared various whole genome amplification techniques (WGA)
available. We observed that the mutations detected differed depending on the each WGA methods.
Amplification bias was observed even in the same gene region. ADO was observed at any locus
regardless of which WGA was adopted. At present, the MDA method is the most versatile.
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